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Leu 
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Pro 


Leu 
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Ala 
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Ser 


Ser 


Ala 


Val 


Thr 
100 


Val 


Ser 


Leu 


Ala 


Ala 
105 


Val 


Val 


Ala 


Ala 


Val 
110 


Ala 


Glu 


Thr 


Gly 
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115 
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Gly 


Ala 


Gly 


Gly 
120 
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Thr 


Ala 


Val 
125 


Thr 


Ala 
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130 
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Val 


Ser 
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Ser 
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140 


Ala 


Ala 


Ala 


Ala 


Thr 


Ser 


Ser 


Thr 


Ser 


Ser 


Leu 


Ser 


Ser 


Ser 


Ser 


Ser 


Ser 


Ser 


Ser 


Ser 
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Thr 
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Thr 
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Gly 


Pro 


Ala 


Gly 


Asp 


Gly 


Ser 


Gly 
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Val 


Ala 








260 










Asn 


Gly Ser 
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Arg 
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Asn 
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Ser 


Ser 
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Ser 
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Leu 
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Glu 


Glu 


Arg 
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Val 
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Gin Arg 


Glu 


Gin 


Glu 


Thr 


Lys 
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360 
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Val 
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Val 
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Pro 


Pro 


Pro 
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Ser 


385 
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Arg 


Glu Arg 


Glu 


Arg 


Glu 


Arg 
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Glu Arg 


Asp 


Arg 


Asp 


Arg 


Glu 
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Ser 
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Leu 


Ser 


Arg 
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Ser 
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Leu 
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450 










455 




His 


Gin 


Gin 


Leu 


Thr 


Gin 
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Leu 


465 
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Thr 


Glu His 


Leu 


Leu 


Ser 


Gin 


Ser 
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His 


Leu 
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Leu 


Leu 
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Ala 
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His 
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Gin 


Gin 


Gin 


Gin 
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Leu 


Val 


Arg 


Val 


Lys 


Lys 


Glu 


Pro 




530 
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Pro 


His 


His 


Gin 


Gin 


Gin 


Ser 


Pro 


545 
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Gin 


Gin 


Gin 
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Gin 


Gin 


His 


His 


Gin 


Gin 


Gin 
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Leu 


Ala 


Leu 


Arg 


Asn 
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Phe 


Arg Val 


Lys 


Ser 


Glu 


Val 


His 
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His 


Leu 


Met 


Gin 
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Ala 


Gly 


Gly 


625 
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Val 


Ala 


Ala 


Gin 


Arg 


Met 


Val 


Cys 
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Val 


Lys 


Pro 


Glu 


Val 


He 


Gly 


Gly 
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Val 


Gly 


Gly 
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Asn 


Gly 


Ser 
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Ser 


Ser 


Ser 


Ser 


Ser 


Ser 
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Ser 


Gin 


Thr 


Pro 


Pro 


Arg 


Gly 


Thr 


705 










710 







Ala 


Thr 


Gly 


Gly 


Gly 


Asn 


Thr 


Ser 




250 










255 




He 


Asn 


Glu 


His 


Gin 


Asn 


Asn 


Gly 


265 
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Ala 


Ser 


Pro 


Asp 


Ser 


Leu 


Glu 


Glu 
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Gly 


Arg 


Pro 


Thr 


Leu 


Thr 


Pro 


Thr 








300 
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Gly 


Thr 


Gly 


He 


Ser 


Thr 


Gly 






315 
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Gly 


Met 


Ser 


Val 


He 


Arg 


Ser 


Val 




330 










335 




Ser 


Ser 


Lys 


Met 


Leu 


Val 


Phe 


His 


345 










350 






Ala 


Val 


Ala 


Ala 


Ala 


Ala 


Ala 


Ala 










365 








Leu 


Val 


Thr 


Pro 


Ser 


Arg 


He 


Lys 








380 










Pro 


Ser 


Ser 


Thr 


Ser 


Ser 


Thr 


Gin 






395 










400 


Arg 


Glu 


Arg 


Asp 


Arg 


Glu 


Arg 


Glu 




410 










415 




Arg 


Glu 


Arg 


Glu 


Gin 


Ser 


He 


Ser 


425 










430 






Val 


Ser 


Ala 


Ser 


Pro 


Pro 


Thr 


Gin 










445 








Asn 


He 


Val 


Gin 


Thr 


His 


His 


Leu 








460 










Thr 


Leu 


Arg 


Lys 


Ser 


Ser 


Pro 


Pro 
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480 


Met 


Gin 


His 


Leu 


Thr 


Gin 


Gin 


Gin 




490 










495 




Gly 


Gin 


Gin 


Gin 


Gin 


Gin 


Gin 


Gin 


505 
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Gin 


Gin 


Gin 


His 


Ser 


Pro 


His 


Ser 
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Asn 


Val 


Gly 


Gin 


Arg 


His 


Leu 


Ser 








540 










Leu 


Leu 


Gin 


His 


His 


Gin 


Gin 


Gin 






555 










560 


Gin 


His 


Leu 


His 


Gin 


Gin 


Gin 


Gin 




570 










575 




Pro 


Gin 


Ala 


Leu 


Ala 


Leu 


Met 


His 


585 










590 






Ser 


Asn 


Arg 


Asp 


Ala 


Ala 


He 


Leu 
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Gin 


Gin 


Val 


Ala 


Ala 


Gly 


Leu 


Pro 
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Ala 


Ala 


Ala 


Ala 


Ala 


Ala 


Ala 
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Phe 


Ser 


Asn 


Ala 


Arg 


He 


Asn 


Gly 




650 










655 




Pro 


Leu 


Gly 


Asn 


Leu 


Arg 


Pro 


Val 


665 
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Gly 


Ser 


Val 


Gin 


Cys 


Pro 


Ser 


Pro 
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Gin 
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Ser 


Pro 


Gin 


Thr 


Pro 








700 










Pro 
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Val 


He 


Met 


Gly 
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Ser 






715 










720 
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Cys 


Gly 


Val 


Arg 


Thr 
725 


Met 


Val 


Trp 


Gly 


Tyr 
730 


Glu 


Pro 


Pro 


Pro 


Pro 
735 


Ser 


Ala 


Gly 


Gin 


Ser 


His 


Gly 


Gin 


His 


Pro 


Gin 


Gin 


Gin 


Gin 


Gin 


Ser 


Pro 






740 










745 










750 






His 


His 


Gin 
755 


Pro 


Gin 


Gin 


Gin 


Gin 
760 


Gin 


Gin 


Gin 


Gin 


Gin 
765 


Gin 


Ser 


Gin 


Gin 


Gin 
770 


Gin 


Gin 


Gin 


Gin 


Gin 
775 


Gin 


Gin 


Ser 


Leu 


Gly 
780 


Gin 


Gin 


Gin 


His 


Cys 


Leu 


Ser 


Ser 


Pro 


Ser 


Ala 


Gly 


Ser 


Leu 


Thr 


Pro 


Ser 


Ser 


Ser 


Ser 


785 










790 










795 










800 


Gly 


Gly 


Gly 


Ser 


Val 


Ser 


Gly 


Gly 


Gly 


Val 


Gly 


Gly 


Pro 


Leu 


Thr 


Pro 








805 










810 










815 




Ser 


Ser 


Val 


Ala 
820 


Pro 


Gin 


Asn 


Asn 


Glu 
825 


Glu 


Ala 


Ala 


Gin 


Leu 
830 


Leu 


Leu 


Ser 


Leu 


Gly 
835 


Gin 


Thr 


Arg 


He 


Gin 
840 


Asp 


Met 


Arg 


Ser 


Arg 
845 


Pro 


His 


Pro 


Phe 


Arg 
850 


Thr 


Pro 


His 


Ala 


Leu 
855 


Asn 


Met 


Glu 


Arg 


Leu 
860 


Trp 


Ala 


Gly 


Asp. 


Tyr 


Ser 


Gin 


Leu 


Pro 


Pro 


Gly 


Gin 


Leu 


Gin 


Ala 


Leu 


Asn 


Leu 


Ser 


Ala 


865 










870 










875 










880 


Gin 


Gin 


Gin 


Gin 


Trp 
885 


Gly 


Ser 


Ser 


Asn 


Ser 
890 


Thr 


Gly 


Leu 


Gly 


Gly 
895 


Val 


Gly 


Gly 


Gly 


Met 


Gly 


Gly 


Arg 


Asn 


Leu 


Glu 


Ala 


Pro 


His 


Glu 


Pro 


Thr 




900 










905 










910 






Asp 


Glu 


Asp 


Glu 


Gin 


Pro 


Leu 


Val 


Cys 


Met 


He 


Cys 


Glu 


Asp 


Lys 


Ala 




915 










920 










925 








Thr 


Gly 
930 


Leu 


His 


Tyr 


Gly 


He 
935 


He 


Thr 


Cys 


Glu 


Gly 
940 


Cys 


Lys 


Gly 


Phe 


Phe 


Lys 


Arg 


Thr 


Val 


Gin 


Asn 


Arg 


Arg 


Val 


Tyr 


Thr 


Cys 


Val 


Ala 


Asp 


945 








950 










955 










960 


Gly 


Thr 


Cys 


Glu 


lie 


Thr 


.Lys 


Ala 


Gin 


Arg 


Asn 


Arg 


Cys 


Gin 


Tyr 


Cys ; 






965 










970 










975 




Arg 


Phe 


Lys 


Lys 


Cys 


lie 


Glu 


Gin 


Gly 


Met 


Val 


Leu 


Gin 


Ala 


Val 


Arg 






980 










985 










990 






Glu 


Asp 


Arg 


Met 


Pro 


Gly 


Gly 


Arg 


Asn 


Ser 


Gly 


Ala 


Val 


Tyr 


Asn 


Leu 




995 










1000 








1005 






Tyr 


Lys 


Val 


Lys 


Tyr 


Lys 


Lys 


His 


Lys 


Lys 


Thr 


Asn 


Gin 


Lys 


Gin 


Gin 




1010 








1015 








1020 








Gin 


Gin 


Ala 


Ala 


Gin 


Gin 


Gin 


Gin 


Gin 


Gin 


Ala 


Ala 


Ala 


Gin 


Gin 


Gin 


1025 








1030 








1035 








1040 


His 


Gin 


Gin 


Gin 


Gin 


Gin 


His 


Gin 


Gin 


His 


Gin 


Gin 


His 


Gin 


Gin 


Gin 










1045 








1050 








1055 


Gin 


Leu 


His 


Ser 


Pro 


Leu 


His 


His 


His 


His 


His 


Gin Gly His 


Gin 


Ser 








1060 








1065 








1070 




His 


His 


Ala 


Gin 


Gin 


Gin His 


His 


Pro 


Gin 


Leu 


Ser 


Pro 


His 


His 


Leu 






1075 








1080 








1085 






Leu 


Ser 


Pro 


Gin 


Gin 


Gin 


Gin 


Leu Ala 


Ala 


Ala 


Val 


Ala 


Ala 


Ala 


Ala 




1090 








1095 








1100 








Gin 


His 


Gin 


Gin 


Gin 


Gin 


Gin 


Gin 


Gin 


Gin 


Gin 


Gin 


Gin 


Gin 


Gin 


Ala 


1105 








1110 








1115 








1120 


Lys 


Leu 


Met 


Gly Gly Val 


Val 


Asp 


Met 


Lys 


Pro 


Met 


Phe Leu Gly Pro 








1125 








1130 








1135 


Ala 


Leu 


Lys 


Pro 


Glu 


Leu 


Leu 


Gin 


Ala 


Pro 


Pro 


Met 


His 


Ser 


Pro 


Ala 






1140 








1145 








1150 




Gin 


Gin 


Gin 


Gin 


Gin 


Gin 


Gin 


Gin 


Gin 


Gin 


Gin 


Gin 


Gin 


Gin 


Ala 


Ser 






1155 








1160 








1165 






Pro 


His 


Leu 


Ser 


Leu 


Ser 


Ser 


Pro 


His 


Gin 


Gin 


Gin 


Gin 


Gin 


Gin 


Gin 



1170 H75 1180 

Gly Gin His Gin Asn His His Gin Gin Gin Gly Gly Gly Gly Gly Gly 
1185 H90 H95 1200 
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Ala Gly Gly Gly Ala Gin Leu Pro Pro His Leu Val Asn Gly Thr lie 

1205 1210 1215 

Leu Lys Thr Ala Leu Thr Asn Pro Ser Glu lie Val His Leu Arg His 

1220 1225 1230 

Arg Leu Asp Ser Ala Val Ser Ser Ser Lys Asp Arg Gin lie Ser Tyr 

1235 1240 1245 

Glu His Ala Leu Gly Met lie Gin Thr Leu He Asp Cys Asp Ala Met 

1250 1255 1260 

Glu Asp He Ala Thr Leu Pro His Phe Ser Glu Phe Leu Glu Asp Lys 
1265 1270 1275 1280 

Ser Glu He Ser Glu Lys Leu Cys Asn He Gly Asp Ser He Val His 

1285 1290 1295 

Lys Leu Val Ser Trp Thr Lys Lys Leu Pro Phe Tyr Leu Glu He Pro 

1300 1305 1310 

Val Glu He His Thr Lys Leu Leu Thr Asp Lys Trp His Glu He Leu 

1315 1320 1325 

He Leu Thr Thr Ala Ala Tyr Gin Ala Leu His Gly Lys Arg Arg Gly 

1330 1335 1340 

Glu Gly Gly Gly Ser Arg His Gly Ser Pro Ala Ser Thr Pro Leu Ser 
1345 1350 1355 . 1360 

Thr Pro Thr Gly Thr Pro Leu Ser Thr Pro He Pro Ser Pro Ala Gin 

1365 1370 1375 

Pro Leu His Lys Asp Asp Pro Glu Phe Val Ser Glu Val Asn Ser His 

1380 1385 1390 

Leu Ser Thr Leu Gin Thr Cys Leu Thr Thr Leu Met Gly Gin Pro He 

1395 1400 1405 

Ala Met Glu Gin Leu Lys Leu Asp Val Gly His Met Val Asp Lys Met 

1410 1415 1420 

Thr Gin He Thr He Met Phe Arg Arg He Lys Leu Lys Met Glu Glu 
1425 1430 1435 1440 

Tyr ( Val Cys Leu Lys Val Tyr He Leu Leu Asn Lys -Gly Thr Trp Phe 

1445 1450 1455 

Asp Leu Gin Asn Pro Phe He Gin Cys Ser Cys Tyr Leu Leu Val Arg 

1460 1465 1470 

Phe Val Asn Pro Ala Glu Val Glu Leu Glu Ser He Gin Glu Arg Tyr 

1475 1480 1485 

Val Gin Val Leu Arg Ser Tyr Leu Gin Asn Ser Ser Pro Gin Asn Pro 

1490 1495 1500 

Gin Ala Arg Leu Ser Glu Leu Leu Ser His He Pro Glu He Gin Ala 
1505 1510 1515 1520 

Ala Ala Ser Leu Leu Leu Glu Ser Lys Met Phe Tyr Val Pro Phe Val 

1525 1530 1535 

Leu Asn Ser Ala Ser He Arg 
1540 



<210> 2 

<211> 4632 

<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Description of Artificial Sequence; note = 
synthetic construct 



<400> 2 

atgacactga gccgtggccc gtacagcgag ctcgataaaa tgagcctttt tcaagacctc 60 

aaactcaaac ggcgcaaaat cgattcgcga tgcagcagtg acggcgagtc catagcggac 120 

acgtccacct cgtcgccgga cctgctggcg cccatgtcgc cgaagctctg cgacagcggc 18 0 

tcggcggggg cgtcgctggg ggcatcgctg cccctgccgc tggccctgcc cctgccaatg 24 0 

gccctgccac tgcccatgtc gctgcccctg cccctcacgg cggcatcttc ggcggtcacc 3 00 

gtttcgctgg cagcggtcgt ggccgcggtg gccgagacgg gtggcgcggg cgcgggagga 3 60 



4 



WO 2005/069859 



PCT/US2005/001218 



gctgggacag cagtaacagc gtcgggagca ggaccatgcg tctccacgtc gtctacgacg 420 

gcagcggcag ccacatcctc gacctcctcg ctctcgtcct cctcctcttc gtcatcctcc 480 

acgtcctcca gcacttcctc cgcctcgccg acagctggag cctcctccac ggccacctgc 540 

cccgccagca gcagcagcag cagtggaaac ggaagtgggg gcaaaagtgg tagcatcaag 600 

caggagcaca cggagataca ctcgtcgagc agtgcgattt cggcggccgc cgcctcaacg 660 

gtgatgtcac cgccgcccgc tgaggcgacg agatccagtc cagccacgcc cgagggaggc 720 

ggaccagctg gcgacggaag tggagcaacg ggaggcggaa acacgagcgg cggatcaacg 78 0 

gctggagtgg ccattaatga acaccaaaac aatggcaatg gcagcggcgg gagcagtcga 840 

gcctctcccg attcgctgga agagaagccc tctaccacaa cgaccacagg tcgtccaacg 900 

ctcacgccca cgaatggggt gctgtcctcc gcctcggcgg gcacggggat ttccacagga 960 

agcagcgcca agctgagcga ggctggtatg agtgtgatac ggtccgtgaa ggaggagcgc 102 0 

ttgctcaacg tatccagcaa gatgctggtg ttccatcagc agcgggagca agagaccaaa 10 8 0 

gcagtggcgg ctgcagcagc agcagcagcg gcgggccatg tgacggttct agtgacgcca 1140 

tcgcgcatca aatcggagcc accgccgccg gcttcaccct cctctacatc cagcacacaa 1200 

agggaaaggg aacgggaacg cgatcgagag agggatcgcg aaagggaacg cgagcgggac 1260 

cgggaccggg aacgggaacg ggaacagtcc atcagctcct cgcagcagca cctaagtcgg 13 2 0 

gtctccgcca gtccacccac tcagctgtcc cacggcagcc tgggacccaa cattgtgcag 13 80 

acgcaccatc ttcaccagca actcacacag ccgctgacgc tgcgcaagag cagcccg.ccc 144 0 

acagagcacc tgctcagtca gtccatgcaa catctcacac agcagcaggc gatccacctg 15 0 0 

catcacctac ttggccagca gcagcagcag cagcaggcgt cgcatcccca gcagcaacag 1560 

cagcagcaac actcgcccca ctccctggtg cgggtgaaaa aggaaccgaa tgttggtcag 162 0 

cggcacttat cgccgcatca ccaacaacag tcgccactcc tgcagcacca ccaacagcag 1680 

cagcagcagc aacaacaaca gcaacagcat ctgcatcagc aacagcaaca gcagcagcat 174 0 

caccagcagc agccccaggc actggccctg atgcatccgg cttccctggc gctaaggaac 18 00 

agcaatcggg atgcggccat tctgtttcgg gtgaagagcg aagtgcacca gcaggtggcc 1860 

gccgggctgc cgcatctgat gcagtccgct ggtggggcag cggccgccgc cgcagcagct 1920 

gtggccgctc agcgaatggt atgcttcagc aatgccagga tcaatggcgt taagccggag 1980 

gtgattggag gaccgctggg caacctgcgg cccgtgggcg tcggtggcgg aaacggaagt 204 0 

ggctccgtgc agtgcccctc gccgcatcca tcctcctcgt cgtcatcctc gcagctgfccg 2100 

ccgcagacgc cctcccagac gccgccccga ggcacgccca ccgtcataat gggcgagagc 2160 

tgcggggtgc gcaccatggt ctggggctac gagcctccgc caccctcggc gggccagtcc 2220 

cacggccagc acccgcaaca gcaacagcag tcgccccacc accagccgca acaacaacag 2280 

cagcagcaac aacagcagtc gcagcagcaa cagcaacagc agcagcaaca gtcgctgggc 2340 

cagcagcagc actgcctctc ctcgccgtcg gcgggatcgc tgacgccctc ctcttcgtcc 2400 

ggcggtggtt cggtatctgg cggcggagtg ggcggaccac tcacaccctc ctcggtggcg 2460 

ccgcagaata acgaggaggc cgcccaactc ctgctctccc tgggacagac acgcatccag 252 0 

gacatgagat cacggccaca ccccttccgc acaccgcacg cccttaatat ggagcggctg 2580 

tgggcgggag actactcgca attgccgccc ggccagctgc aggctctgaa tctcagtgcc 2640 

caacagcagc agtggggcag cagcaactcc acgggtcttg gtggcgtagg cggcggcatg 2700 

ggcggacgca acctggaggc gccgcacgag ccgaccgacg aggacgaaca gccgctcgtt 2760 

tgcatgatct gcgaggacaa ggccaccggc ctgcactacg gcatcatcac ctgcgagggg 2820 

tgcaagggct tcttcaagcg gacggtgcag aaccgacgag tctacacctg cgtggcggac 2880 

ggcacctgcg agataaccaa agcacagcgc aaccgttgtc agtattgtcg atttaagaag 2940 

tgcatcgagc agggcatggt gctgcaagcc gttcgcgagg atcgcatgcc gggcggtcgc 3000 

aacagtggcg ccgtctacaa tttgtacaag gtgaagtaca agaagcacaa gaagaccaat 3060 

cagaagcagc agcagcaggc cgcccagcag cagcagcagc aggcggcggc gcagcagcag 312 0 

caccagcaac agcagcagca tcaacagcac cagcaacatc agcaacagca gttgcactcg 3180 

ccgctccacc atcaccacca ccagggccac cagtcgcacc acgcgcagca gcagcaccac 3240 

ccacagctgt cgccgcacca cctgctgtcg ccgcagcagc agcaacttgc cgccgcggtg 33 00 

gcagcagctg cgcagcacca acagcaacag caacaacagc agcaacagca gcagcaggcc 33 60 

aagctgatgg gcggcgtggt ggacatgaag cccatgttcc tcggccccgc tttgaagccg 342 0 

gagttgctgc aagcaccccc catgcacagt ccggcccagc aacaacaaca gcagcagcag 34 80 

cagcagcagc aacagcaggc ctcgccgcat ctctcgctta gctcaccgca ccagcagcag 3 54 0 

cagcagcagc agggacagca ccaaaaccac caccagcaac aaggtggggg tggcggagga 3 60 0 

gctggtggag gagctcaact gccgccgcac ctggtgaacg gaacgatact gaagacggcc 3 660 

ctaaccaatc ccagcgagat tgtacatctg cgccaccgcc tcgactcggc ggtcagttcg 372 0 

tccaaggacc gacagatctc gtacgagcac gccttaggca tgatccagac actgatcgac 3780 

tgcgacgcga tggaggacat agccacactg ccgcacttca gcgagttcct tgaggacaag 3 840 

tcggagatta gcgagaaact gtgcaacatc ggcgattcca tagtccacaa gctggtgtcg 3900 

tggacaaaaa agttgccctt ctacctggag atcccggtgg agatacatac caaactactg 3960 

acggacaagt ggcacgagat ccttatcctg accacggccg cctaccaggc gttgcatggc 402 0 
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aagcggcgtg gcgagggagg aggcagcagg catggttcgc cggcgtcaac gccactgagc 4080 

acgcccactg gtacgccgtt gagcacaccg ataccctcgc ccgcccagcc actgcacaag 4140 

gacgacccgg agtttgtcag cgaggtgaac tcgcacctga gcacactgca aacctgcttg 42 00 

accacgctaa tgggccagcc gatagcgatg gagcagctga agctggacgt cgggcacatg 4260 

gtggacaaga tgacccagat caccatcatg ttccggcgaa tcaagctcaa gatggaggag 4320 

tacgtctgcc tgaaggttta catactgcta aacaaaggta cgtggttcga tttgcaaaac 4380 

ccattcatac agtgctcatg ttaccttctc gttcgttttg taaatccagc agaagtggaa 4440 

ctggagagca tccaggagcg gtacgtccag gtgctgcgct cctacctgca aaactcctcg 45 00 

ccgcagaatc cgcaggcgag gctcagtgaa ctgctctccc acataccaga gatccaggct 4560 

gcggctagcc tgctgctcga gagcaagatg ttctatgtgc ccttcgtgct caactcggcg 4620 

agcataaggt ag 4632 

<210> 3 
<211> 803 
<212> PRT 

<213> Artificial Sequence 
<220> 

<223> Description of Artificial Sequence; note = 
synthetic construct 



<400> 3 



Met 


Leu 


Leu 


Glu 


Met 


Asp 


Gin 


Gin 


Gin 


Ala 


Thr 


Val Gin 


Phe 


He Ser 


1 








5 










10 








15 


Ser 


Leu 


Asn 


He 


Ser 


Pro 


Phe 


Ser 


Met 


Gin 


Leu 


Glu Gin 


Gin 


Gin Gin 








20 










25 








30 




Pro 


Ser 


Ser 


Pro 


Ala 


Leu 


Ala 


Ala 


Gly 


Gly 


Asn 


Ser Ser 


Asn 


Asn Ala 






35 










40 








45 






Ala 


Ser 


Gly 


Ser 


Asn 


Asn 


Asn 


Ser 


Ala 


Ser 


Gly 


Asn Asn 


Thr 


Ser Ser 




50 










55 










60 






Ser: 


Ser 


Asn 


Asn 


Asn 


Asn 


Asn 


Asn 


.-Asn 


Asn 


Asp 


Asn Asp Ala 


.His Val 


65 










70 










75 






80 


Leu 


Thr 


Lys 


Phe 


Glu 


His 


Glu 


Tyr 


Asn 


Ala 


Tyr 


Thr Leu 


Gin 


Leu Ala 










85 










90 








95 


Gly 


Gly 


Gly 


Gly 


Ser 


Gly 


Ser 


Gly 


Asn 


Gin 


Gin 


His His 


Ser 


Asn His 








100 










105 








110 




Ser 


Asn 


His 


Gly 


Asn 


His 


His 


Gin 


Gin 


Gin 


Gin 


Gin Gin 


Gin 


Gin Gin 






115 










120 








125 






Gin 


Gin 


Gin 


His 


Gin 


Gin 


Gin 


Gin 


Gin 


Glu 


His 


Tyr Gin 


Gin 


Gin Gin 




130 










135 










140 






Gin 


Gin 


Asn 


He 


Ala 


Asn 


Asn 


Ala 


Asn 


Gin 


Phe 


Asn Ser 


Ser 


Ser Tyr 


145 










150 










155 






160 


Ser 


Tyr 


He 


Tyr 


Asn 


Phe 


Asp 


Ser 


Gin 


Tyr 


He 


Phe Pro 


Thr 


Gly Tyr 








165 










170 








175 


Gin 


Asp 


Thr 


Thr 


Ser 


Ser 


His 


Ser 


Gin 


Gin 


Ser 


Gly Gly Gly 


Gly Gly 








180 










185 








190 




Gly 


Gly 


Gly 


Gly 


Asn 


Leu 


Leu 


Asn 


Gly 


Ser 


Ser 


Gly Gly 


Ser 


Ser Ala 






195 










200 








205 






Gly 


Gly 


Gly 


Tyr 


Met 


Leu 


Leu 


Pro 


Gin 


Ala 


Ala 


Ser Ser 


Ser 


Gly Asn 




210 










215 










220 






Asn 


Gly 


Asn 


Pro 


Asn 


Ala 


Gly 


His 


Met 


Ser 


Ser 


Gly Ser Val 


Gly Asn 


225 








230 










235 






240 


Gly 


Ser 


Gly 


Gly 


Ala 


Gly 


Asn 


Gly 


Gly 


Ala 


Gly 


Gly Asn 


Ser 


Gly Pro 










245 










250 








255 


Gly 


Asn 


Pro 


Met 


Gly 


Gly 


Thr 


Ser 


Ala 


Thr 


Pro 


Gly His 


Gly 


Gly Glu 






260 










265 








270 




Val 


lie 


Asp 


Phe 


Lys 


His 


Leu 


Phe 


Glu 


Glu 


Leu 


Cys Pro 


Val 


Cys Gly 






275 










280 








285 






Asp 


Lys 


Val 


Ser 


Gly 


Tyr 


His 


Tyr 


Gly 


Leu 


Leu 


Thr Cys 


Glu 


Ser Cys 




290 










295 










300 







6 



WO 2005/069859 



PCT/US2005/001218 



Lys 


Gly 


Phe 


Phe 


305 








Val 


Ala 


Glu 


Arg 


Pro 


Tyr 


Cys 


Arg 








340 


Ala 


Val 


Arg 


Ala 






355 




Met 


Tyr 


Lys 


Arg 




370 






Gin 


Leu 


Ala 


Leu 


385 








Pro 


Thr 


Pro 


He 


He 


Lys 


Gin 


Glu 








420 


Pro 


Asp 


Ser 


Ser 






435 




Ala 


Ser 


Thr 


Gly 




450 






Gly 


Ser 


Gly 


Gly 


465 








Asn 


Ser 


Ser 


Asn 


Asn 


Gly 


Thr 


Ser 








500 


Gly 


Gly 


Thr 


Asn 






515 




Asn 


Ser 


Ser 


Cys 




530 






Asp 


Ser Lys 


Leu 


545 








Asp- 


Ala 


Leu 


He 


Val 


Gin 


Ser 


He 








580 


Leu 


Gin 


Lys 


Gin 






595 




Met 


Cys 


Lys 


Val 




610 






Arg. 


Asn 


Thr 


Val 


625 








Leu. 


Leu 


Gin 


His 


His 


Arg 


He 


His 








660 


Gin 


Val 


Phe 


Asn 






675 




Gly 


Asp 


Tyr 


Phe 




690 






Asp 


Met 


Gly 


Asp 


705 








Ser 


Val 


Arg 


Gly 


Asn 


Val 


Gin 


Ala 








740 


Val 


Asn 


Asp 


Lys 






755 




Ala 


Met 


Ala 


Val 




770 







Lys 


Arg 


Thr 


Val 




310 






Ser 


Cys 


His 


He 


325 








Phe 


Gin 


Lys 


Cys 


Asp 


Arg 


Met 


Arg 








360 


Asp 


Arg 


Ala 


Arg 






375 




Gin 


Ala 


Leu 


Arg 




390 






Ser 


Pro 


Gly 


Tyr 


405 








He 


Gin 


He 


Pro 


Pro 


Ser 


Pro 


He 








440 


Gly 


Val 


He 


Ala 






455 




Gly 


Gly 


Leu 


Asn 




470 






Gly 


Ser 


Ser 


Asn 


485 








Gly 


Gly 


Gly 


Gly 


Ser 


Asn 


Asp 


Gly 








520 


His 


Glu 


Ala 


Gly 






535 




Cys 


Phe 


Asp 


Ser 




550 






Glu 


Pro 


Leu 


Arg 


565 








Asp 


Asp 


Arg 


Glu 


Thr 


Tyr 


Asn 


Gin 








600 


Leu 


Asp 


Gin 


Asn 






615 




Phe 


Phe 


Lys 


Asp 




630 






Ser 


Trp 


Ser 


Asp 


645 








Asn 


Gly 


Leu 


Pro 


Leu 


Met 


Ser 


Leu 








680 


Asn 


Glu 


Leu 


Gin 






695 




Tyr 


Val 


Cys 


Met 




710 






He 


Val 


Asn 


Arg 


725 








Ala 


Leu 


Leu 


Asp 


Phe 


Arg 


Gly 


Leu 








760 


Arg 


Gly 


Glu 


Asp 






775 





Gin 


Asn 


Lys 


Lys 






315 




Asp 


Lys 


Thr 


Gin 




330 






Leu 


Glu 


Val 


Gly 


345 








Gly 


Gly 


Arg 


Asn 


Lys 


Leu 


Gin 


Val 








380 


Asn 


Ser 


Met 


Gly 






395 




Gin 


Gin 


Ala 


Tyr 




.410 






Gin 


Val 


Ser 


Ser 


425 








Ala 


He 


Ala 


Leu 


Thr 


Pro 


Met 


Asn 








460 


Gly 


Pro 


Ser 


Ser. 






475 




Gly 


Asn 


Asn 


Asn 




490 






Gly 


Asn 


Asn 


Ala 


505 








Leu 


His 


Arg 


Asn 


He 


Gly 


Ser 


Leu 








540 


Gly 


Thr 


His 


Pro 






555 




Val 


Ser 


Pro 


Met 




570 






Trp 


Gin 


Thr 


Gin 


585 








Val 


Glu 


Val 


Asp 


Leu 


Phe 


Ser 


Gin 








620 


Leu 


Lys 


Val 


Asp 






635 




Met 


Leu 


Val 


Leu 




650 






Asp 


Glu 


Thr 


Gin 


665 








Gly 


Leu 


Leu 


Gly 


Asn 


Lys 


Leu 


Gin 








700 


Lys 


Phe 


Leu 


He 






715 




Lys 


Thr 


Val 


Ser 




730 






Tyr 


Thr 


Leu 


Thr 


745 








Val 


Asn 


He 


Leu 


His 


Leu 


Tyr 


Thr 



780 



Val 


Tyr 


Thr 


Cys 








320 


Arg 


Lys 


Arg 


Cys 






335 




Met 


Lys 


Leu 


Glu 




350 






Lys 


Phe 


Gly 


Pro 


365 








Met 


Arg 


Gin 


Arg 


Pro 


Asp 


He 


Lys 








400 


Pro 


Asn 


Met 


Asn 






415 




Leu 


Thr 


Gin 


Ser 




430 






Gly 


Gin 


Val 


Asn 


445 








Ala 


Gly 


Thr 


Gly 


Val 


Gly 


Asn 


Gly 








480 


Ser 


Ser 


Thr 


Gly 






495 




Gly 


Gly 


Gly 


Gly 




510 






Gly 


Gly 


Asn 


Gly 


525 








Gin 


Asn 


Thr 


Ala 


Ser 


Ser 


Thr 


Ala 








560 


He. 


Arg 


Glu 


Phe 






575 




Leu 


Phe 


Ala 


Leu 




590 






Leu 


Phe 


Glu 


Leu 


605 








Val 


Asp 


Trp 


Ala 


Asp 


Gin 


Met 


Lys 








640 


Asp 


His 


Leu 


His 






655* 




Leu 


Asn 


Asn 


Gly 




670 






Val 


Pro 


Gin 


Leu 


685 








Asp 


Leu 


Lys 


Phe 


Leu 


Leu 


Asn 


Pro 








720 


Glu 


Gly 


His 


Asp 






735 




Cys 


Tyr 


Pro 


Ser 




750 






Pro 


Glu 


He 


His 


765 








Lys 


His 


Cys 


Ala 
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Gly Ser Ala Pro Thr Gin Thr Leu Leu Met Glu Met Leu His Ala Lys 
785 790 795 800 

Arg Lys Gly 



<210> 4 
<211> 3269 
<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Description of Artificial Sequence; note = 
synthetic construct 

<400> 4 

ctacgcaaaa taaaacgtac atgaaatgtt attagaaatg gatcagcaac aggcgaccgt 60 

acagtttata tcgtcgctga atatatcgcc gttcagcatg cagctggagc agcagcagca 12 0 

gccctccagt cccgctctgg ccgccggtgg caacagcagc aacaacgcgg ccagcggtag 180 

caacaacaac agcgccagcg gcaacaacac cagcagcagc agcaacaaca acaacaacaa 240 

taacaacgac aatgatgcac acgttctaac gaaattcgag cacgaataca atgcctacac 3 00 

gttgcagttg gccggaggcg gtgggagtgg cagcggcaat cagcagcacc acagcaacca 360 

cagcaaccac ggcaaccacc accagcagca gcagcaacaa cagcaacagc agcagcaaca 42 0 

tcagcagcag cagcaagaac actaccagca gcaacagcaa cagaatatcg ccaacaatgc 4 80 

caatcaattc aactcctcgt cctactcgta tatatacaat ttcgattcac agtatatatt 54 0 

cccgacaggc taccaggaca ccacctcctc acactcgcaa cagagcggag gaggcggtgg 60 0 

cggcggcggt ggcaacctgc taaacggcag ctccggcggc agctccgccg gcggtggcta 660 

catgctgctc ccccaggcgg ccagctccag tggcaataat ggcaatccga atgccggcca 72 0 

catgtcctcc ggttccgtgg gcaatggcag cggaggcgct ggcaatggcg gagcgggcgg 780 

caactccggt cccggcaatc ccatgggcgg tacgagcgcc acgccgggac acggcggcga 840 

ggtgatcgac ttcaagcacc tgttcgagga gctttgcccc gtgtgtggcg acaaggtgag 900 

.eggctaccac tacggcctgc tcacctgcga gtcctgcaag -ggattcttca agcgcaccgt 960 
gcagaacaag aaggtctaca cctgcgtggc ggagcggtcg tgccacatcg acaagacgca , 1020 

gcgcaagcgg tgtccctact gccgattcca gaagtgcctc gaggtgggca tgaagctaga 10 8 0 

ggctgttcga gcggatagaa tgcgtggtgg acgcaacaaa ttcggaccca tgtacaaacg 1140 

ggatcgcgcg cggaagttgc aagtgatgcg gcagcggcag ttggcgctgc aagcgctgcg 1200 

caactcgatg ggtccggaca tcaagccaac gccgatctcg ccgggctacc agcaagcata 1260 

tccaaatatg aacattaagc aggaaattca aatacctcag gtatcctcac tcacccaatc 1320 

tccggactcg tcgcccagcc ccatagcaat tgcgttggga caggtgaacg cgagcacggg 13 80 

cggtgttata gccacgccca tgaacgccgg cactggcggc agtgggggcg gtggtctgaa 1440 

cggaccaagt tccgtgggca acggcaatag cagcaacggc agcagcaacg gcaacaacaa 1500- 

cagcagcacg ggcaacggaa cgtccggagg aggaggtggc aataatgcgg gcggcggagg 1560 

aggaggaacc aattccaacg atggcctgca tcgcaacggc ggcaatggca acagcagttg 1620 

ccacgaggct ggaataggat ctctgcagaa cacggccgac tcgaaattgt gcttcgattc 1680 

tggcacacat ccatcgagca cagccgacgc gctaatcgag ccattaagag tctcaccgat 1740 

gattcgtgaa tttgtgcaat ctattgacga tcgggaatgg cagacgcaac tgtttgccct 1800 

gctgcagaag caaacctaca accaggtgga agtggatctc ttcgagctga tgtgcaaagt 1860 

gctcgaccag aatttgttct cgcaagtaga ctgggcacgg aacaccgtct tcttcaagga 1920 

tctgaaggtc gacgaccaaa tgaagctgct gcagcattcc tggtcggaca tgcttgttct 1980 

ggatcacctg catcatcgaa tccataacgg cctgcccgac gagacgcaac tgaacaatgg 2040 

tcaggtgttc aatctgatga gtctgggttt gttgggagtg ccacagctgg gcgattactt 2100 

caacgagctg cagaacaagc tgcaggacct gaaattcgat atgggcgact atgtctgcat 2160 

gaaattccta atcctgttga atccaagtgt acggggtatt gtcaaccgga agaccgtctc 2220 

cgagggacat gataatgtgc aagccgcttt gctggactac accctcacct gctatccgtc 2280 

agtgaatgac aaattcagag ggctagttaa catcttaccg gaaatccatg ccatggccgt 2340 

tcgcggcgag gatcacctgt acaccaagca ctgtgccggc agtgcgccca cccaaacgct 2400 

gctcatggag atgctgcacg ccaagcgcaa gggatagagg ccgggagaac gtgacacgga 2460 

atacttaatc atttatgaaa tgtaaataac aaggcgggaa ggccctcggg gcaaccgggt 2520 

catggaaggc gaacgaagga tacagcagaa ttccgtatta tgaatatggg aatgcatcat 258 0 

cactactacc accaactatc acacctatac acacacatgc acacatttgt tgattcaatg 2640 

ttaattatta ttacgtttac ggttaggtct agtttacgtt taactaatta attaatttgt 2700 

cttaaattaa ttcgtgtttt atttgtagtc cctgataaag caattttaaa acacttgaac 2760 



8 



WO 2005/069859 



PCT/US2005/001218 



ctaaacgaga atatgtagta gatgtatgga tttaaattta aatacggcaa ggagaaacac 2 820 

acttttttag gcattacaaa acaaaagaag catgagaaat tttattttta tatacctata 28 80 

tgaatacgat acttatggat acaaatctat atatattttt atgtaaattg gcgtactttt 2940 

agcgtcctac atatttttta attagaattt ggttatacta tagttttgaa attagtatcg 3 000 

ttcccacttg aagatcgatt cttgtatttt tttgcgccaa gtgtcttgca tagtatttgc 3 060 

gtctaatcta atggcaacaa aaaaaatatt ggaaaatcca tacaaagaaa atgaaaacaa 312 0 

agcaaattta ggtgttcatg gtatgaatgt atgtgtatat tataattgta atttcatcta 3180 

agtgtaagaa aacaatgcaa acaactacct acaacaagat aatgaagagc aagaaattat 324 0 

ataaattaat aaaggtcgtg ttaaaaact 3269 



<210> 5 
<211> 487 
<212> PRT 

<213> Artificial Sequence 



<220> 

<223> Description of Artificial Sequence; note « 
synthetic construct 



<400> 5 



Met Tyr Thr Gin Arg Met 


Phe 


Asp 


Met 


Trp 


Ser 


Ser 


Val Thr Ser Lys 


1 5 








10 






15 


Leu Glu Ala His Ala Asn 


Asn 


Leu 


Gly 


Gin 


Ser 


Asn 


Val Gin Ser Pro 


20 






25 








30 


Ala Gly Gin Asn Asn Ser 


Ser 


Gly 


Ser 


He 


Lys 


Ala 


Gin He Glu He 


35 




40 










45 


Tie Pro Cys Lys Val Cys 


Gly 


Asp 


Lys 


Ser 


Ser 


Gly 


Val His Tyr Gly 


50 


55 










60 




Val lie Thr Cys Glu Gly 


Cvs 


Lys 


Gly 


Phe 


Phe 


Ara 


Arg Ser Gin Ser 


65 70 










75 




80 


Ser Val Val. Asn Tyr, Gin 


Cys 


Pro .Arg 


Asn- 


Lys 


Gin 


Cys .Val Val Asp 


85 . 








90 






95 


Arg Val Asn- Arg Asn Arg 


Cys 


Gin 


Tyr 


Cys 


Arg 


Leu 


Gin Lys Cys Leu 


100 






105 








110 


Lys Leu Gly Met Ser Arg 


Asp 


Ala 


Val 


Lys 


Phe 


Gly 


Arg Met Ser Lys 


115 




120 










125 


Lys Gin Arg Glu Lys Val 


Glu 


Asp 


Glu 


Val 


Arg 


Phe 


His Arg Ala Gin 


13 0 


135 










140 




Met Arg Ala Gin Ser Asp 


Ala 


Ala 


Pro 


Asp 


Ser 


Ser 


Val Tyr Asp Thr 


145 150 










155 




160 


Gin Thr Pro Ser Ser Ser 


Asp 


Gin 


Leu 


His 


His 


Asn 


Asn Tyr Asn Ser 


165 








170 






175 


Tyr Ser Gly Gly Tyr Ser 


Asn 


Asn 


Glu 


Val 


Gly 


Tyr 


Gly Ser Pro Tyr 


180 






185 








190 


Gly Tyr Ser Ala Ser Val 


Thr 


Pro 


Gin 


Gin 


Thr 


Met 


Gin Tyr Asp He 


195 




200 










205 


Ser Ala Asp Tyr Val Asp 


Ser 


Thr 


Thr 


Tyr 


Glu 


Pro 


Arg Ser Thr He 


210 


215 










220 




lie Asp Pro Glu Phe lie 


Ser 


His 


Ala 


Asp 


Gly 


Asp 


He Asn Asp Val 


225 230 










235 




240 


Leu lie Lys Thr Leu Ala 


Glu 


Ala 


His 


Ala 


Asn 


Thr 


Asn Thr Lys Leu 


245 








250 






255 


Glu Ala Val His Asp Met 


Phe 


Arg 


Lys 


Gin 


Pro 


Asp 


Val Ser Arg He 


260 






265 








270 


Leu Tyr Tyr Lys Asn Leu 


Gly 


Gin 


Glu 


Glu 


Leu 


Trp 


Leu Asp Cys Ala 


275 




280 










285 


Glu Lys Leu Thr Gin Met 


He 


Gin 


Asn 


He 


He 


Glu 


Phe Ala Lys Leu 


290 


295 










300 




He Pro Gly Phe Met Arg 


Leu 


Ser 


Gin 


Asp 


Asp 


Gin 


He Leu Leu Leu 


305 310 










315 




320 
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Lys 


Thr 


Gly 


Ser 


Phe 


Glu 


Leu 


Ala 










325 








Asp 


Leu 


Ser 


Gin 


Asn 


Ala 


Val 


Leu 








340 










Glu 


Ala 


Phe 


Tyr 


Thr 


Ser 


Asp 


Ser 






355 










360 


lie 


Phe 


Gin 


Thr 


Ala 


Lys 


Ser 


lie 




370 










375 




Glu 


Leu 


Ala 


Leu 


Tyr 


Gin 


Ser 


Leu 


385 










390 






Gly Val 


Arg 


Gly Asn 


Thr 


Glu 


He 










405 








Asn 


Ala 


Xle 


Arg Gin 


Glu 


Leu 


Glu 








420 










Asp 


Val 


Thr 


Val 


Leu 


Asp 


Thr 


Leu 






435 










440 


Asp 


lie 


Ser 


lie 


Leu 


His 


Met 


Glu 




450 










455 




His 


Pro 


Asn 


Val 


Val 


Phe 


Pro 


Ala 


465 










470 






Asp 


Ser 


Gin 


Gin Asp 


Leu 


Thr 





485 



He 


Val 


Arg 


Met 


Ser Arg 


Leu Leu 




330 








335 


Tyr 


Gly 


Asp 


Val 


Met Leu 


Pro Gin 


345 








350 




Glu 


Glu 


Met 


Arg Leu Val 


Ser Arg 










3 65 




Ala 


Glu 


Leu 


Lys 


Leu Thr 


Glu Thr 








380 






Val 


Leu 


Leu 


Trp 


Pro Glu Arg Asn 






395 






400 


Gin 


Arg 


Leu 


Phe 


Asn Leu 


Ser Met 




410 








415 


Thr 


Asn 


His 


Ala 


Pro Leu 


Lys Gly 


425 








430- 




Leu 


Asn 


Asn 


He 


Pro Asn 


Phe Arg 










445 




Ser 


Leu 


Ser 


Lys 


Phe Lys 


Leu Gin 








460 






Leu 


Tyr 


Lys 


Glu 


Leu Phe 


Ser He 






475 






480 



<210> 6 

<211> 4262 

<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Description of Artificial Sequence; note 
synthetic .construct : 



<400> 6 

gaattcattc 

tgagtgcccg 

acaattgcaa 

aaacgtttga 

tatgtttgac 

tcaaagcaac 

aattgagata 

gatcacctgc 

ccagtgtccg 

ttgtagactg 

gatgtccaag 

gcgggcacaa 

cagcgaccag 

ggtgggctac 

gtacgacatc 

cgatcccgaa 

ggcggaggcg 

gcagccggat 

ggactgcgcc 

accgggattc 

tgagctggcg 

cggcgacgtg 

ggtgtcgcgc 

actggcgctg 

tacggaaata 

gaatcatgcg 

caatttccgc 

cccgaatgtc 



aactgcaaag 
tgttcatcag 
ctatttcacc 
aacgtcacca 
atgtggagca 
gtccaatcgc 
attccatgca 
gagggctgca 
cgcaacaagc 
caaaagtgcc 
aagcagcgcg 
agcgacgcgg 
ctgcatcaca 
ggcagtccct 
tcggcggact 
tttattagtc 
catgccaaca 
gtgtcgcgca 
gagaagctta 
atgcgcctaa 
attgttcgca 
atgctgcccc 
atcttccaaa 
tatcagagct 
cagaggcttt 
ccgctcaagg 
gatatttcca 
gtttttccgg 



agcagccaaa 
cggttgcatc 
aatcaacggc 
aagcttcgca 
gcgtcacttc 
cggcgggaca 
aagtctgcgg 
agggattctt 
aatgtgtggt 
taaaactggg 
agaaggtcga 
caccggatag 
acaattacaa 
acggatactc 
acgtggacag 
acgcggatgg 
caaataccaa 
ttctctacta 
cacaaatgat 
gtcaggacga 
tgtccagact 
aggaggcgtt 
cggccaagtc 
tagtgctgct 
tcaatctgag 
gcgatgtcac 
tcttgcacat 
cgctgtacaa 



ttgcgcatac 
aactgatacc 
agcggcaaca 
tttcccacta 
gaaactggaa 
aaacaactcc 
cgacaagtca 
tcgaagatcg 
ggaccgtgtt 
aatgagccgt 
ggacgaggta 
ctccgtatac 
cagctacagc 
ggcctccgtg 
caccacctac 
cgatatcaac 
actggaagct 
caagaatctg 
acagaacata 
tcagatatta 
gcttgatctc 
ctacacatcc 
gatagccgaa 
ctggccagaa 
catgaatgcg 
cgtgctggac 
ggaatcgctg 
ggagctgttc 



gccgcgtatg 
aagtgtacat 
acatcagcaa 
ataattatgt 
gcacacgcaa 
agcggttcca 
tccggcgtgc 
cagagctccg 
aatcgcaacc 
gatgctgtaa 
cgcttccatc 
gacacacaga 

ggcggctact 

acgccacagc 
gagccgcgca 
gatgtgctga 
gtgcacgaca 
ggccaagagg 
atcgaatttg 
ctgctgaaga 
tcacagaacg 
gactcggaag 
ctcaaactga 
cgcaatggag 
atccggcagg 
acactgctga 
agcaagttca 
tcgatagatt 



gccgtcggtg 
aactacagct 
cagcaccggc 
atacgcaacg 
acaatctcgg. 
ttaaagctca 
attacggagt 
tggtcaacta 
gatgtcaata 
agttcggcag 
gggcccagat 
cgccctcgag 
ccaacaacga 
agaccatgca 
gtacaataat 
tcaagacgct 
tgttccgaaa 
aactctggct 
ctaagctcat 
cgggctcctt 
cggttctcta 
agatgcgtct 
ctgaaaccga 
tgcgtggtaa 
agctggaaac 
acaatatacc 
agctgcagca 
cgcagcagga 



60 
120 
180 
240 
300 
360 
420 
480 
540 
600 
660 
720 
780 
840 
900 
960 
1020 
1080 
1140 
1200 
1260 
1320 
1380 
1440 
1500 
1560 
1620 
1680 
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cctgacataa caagagcagc agccgttcct ggagacgacc gcggacgatg ttgccgagga 1740 

tgcggctgcc gccggatgtg tcctgccgcc ggtggcgccc cctgccgggc agcaaccagc 1800 

gctgctcgag gactgagggc cgcaggatgt ggcaacaata attatttgag taaacactgc I860 

actgcgcatg cagcagatac aagaacttta tcatgattta agctagcata caaccaagga 1920 

tgtgatcctc gccaaggact cacttaaaaa gaactctatc tatatacata tatatattat 1980 

atatgacaga gcggatgacg caaagggaag ggaaaatatt tcaaaaatat tgttaactca 2040 

gttaagactt ttgcttcgta gagaaccgaa accgaaaccg attgcatttc gagcaagggg 2100 

catcaaactg attttcgagg ttatactata catatataca cacaaacaca cacacacaca 2160 

tatatatata tgtaacttcc aaactttcat atcctggccc gagcagatca gatcgtctaa 222 0 

gtacttaaaa ccaagcgaaa ttctctacac cgcacaaccc aggacccgta gaccccaata 2280 

attcagttcg gttagtgtta accccagaaa gcccgattcc gatcccgcct aggttgtctt 2340 

tgccttacgt tgtaactaaa gtatgtgtat tatatataca gcaaatgtat gtataactat 24 00 

gtcgtatcgg ttatatgcct aacaacatta ttttttgtaa acaacaaaat cgaatatctc 2460 

ggaaaatgtg ttcttataat tatattgatt aatgcaatta caatatattt acaatttacc 2520 

gttacgtttt tacattatac ataagacgca agagaaggaa acggaagttt aaggattaga 2580 

aagctgaata agaaaaggct taaggacgag ctgagtagca gttaaagtga gcgagaaatc 2640 

gaatgaatac cagaaaattt caagcaagca cataaaagta tgcaatattt tgtttaaaaa 2700 

caacttttta ttagtttctt aaatataaca taattacgta catacacaca cgtatatata 2760 

gggctatata tatctatata tatatatata tacatgatag acaaatccca atccggttcc 2820 

aaggtttagt aaaaataaag agaaataaaa cgaaaaacaa aaacttttga tatgaaatcc 2880 

tacgcataat taacaacttt tattgtttct aagacttaaa cttaattaaa atggaaacca 2940 

aaacagactg acggaccgac cccgacagca tgccacgccc tcccccgccc caccctccac 3000 

agatcctggc agaaatttca aaggagtttg atacacaaat cgagaaaaga aattttcaaa 3060 

aaaataatat aaagacaagc aaacggcgac ttttttggtt gatacatttg aaaagaatat 3120 

acaattaaat atctgactga ctatacaaag acgttacaca cacgcataca catacacaca 3180 

catacacgca tacacacaca gcttacgata cataaattag ttaaacttag agtaaacaaa 324 0 

caacaacaaa cacattggat agtaggtgat aattggtgtg tcttaaataa accttaaccc 33 00 

ctccccgacc cccgcccact tgcttaatac ccaacgcccc aaaaagcccc acatttctac 33 60 

taaatgaaaa gcttaatcaa aacttttttg aaattattca agtgaaaatt tcagcaggca 3420 

ggcataaata ttaattaaca ttaattatag caaggaaact tataaataaa atgtatacaa 3480 

caaaactaca aaaattaaat aaattacatt ttgcaaattc cacajaaaaat aaaacatgat 3540 

tttgcaaatt cacttaaaat cctttccctg aatccaagca aaaatattta cactagctta 3600 

catagaactg ggacgaggac atgaatattt caattgagaa aaaaatctat gttaatgtaa 3660 

tcgatcgatt tggacatatt taagttcgac atttttggcc ttacaaaaca aaaaacaaaa 3720 

agaagaaacc taaagtactt tatatatata caaaccatat atacaatata gagaatacaa 3780 

aactagtttt aatttataca aagcaaggga gcagctttca aactcaaaac aaaaatatcc 3 84 0 

ccgaaaaaaa caacaacttt gttaaaaact gcgcataata aagaaaataa taaacaaagt 3900 

taatctataa tataaattga agttaagttg atttgagcgg tcgacaacaa gaacataaat 3 960 

gtatctttaa atgatatatg tattgttaaa tttgtatgct aagtttttag aaaggttaca 4020 

tttttaaaga ataataacaa aagatcgcga actcgacaag gtgtaaaatg agtacattta 408 0 

aattaaaatt tagcatatat aatgcataaa tattatgtta cgatatttac atttatataa 4140 

aacaaaacaa aaacactaaa gaaaaccgaa aaaacagaag tcccatatta aaaatgaaat 4200 

aaaatgagca gaacctataa actgataagg gaattctgaa tattaaaaaa aaaaagaaaa 4260 

ca *" 4262 

<210> 7 
<211> 723 
<212> PRT 

<213> Artificial Sequence 
<220> 

<223> Description of Artificial Sequence; note m 
synthetic construct 

<400> 7 

Met Ser Pro Pro Lys Asn Cys Ala Val Cys Gly Asp Lys Ala Leu Gly 

1.5 10 15 

Tyr Asn Phe Asn Ala Val Thr Cys Glu Ser Cys Lys Ala Phe Phe Arg 

20 25 30 

Arg Asn Ala Leu Ala Lys Lys Gin Phe Thr Cys Pro Phe Asn Gin Asn 
'35 40 45 
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Cys 


Asp He 


Thr 


Val 


Val 


Thr 


Arg 


Arg 




50 








55 






Arg 


Lys Cys 


Leu Asp 


He 


Gly 


Met 


Lys 


65 








70 








Glu 


Asp Lys 


Leu 


He 


Lys 


Arg 


Arg 


Lys 








85 










Arg 


Arg Leu 


Met 


Glu 


Asn 


Gly 


Thr 


Asp 






100 










105 


Glu 


Glu Arg 


Asp 


His 


Lys 


Ala 


Pro 


Ala 




115 










12 0 




Asp 


His Tyr 


Ser Gly 


Ser 


Gin 


Asp 


Ser 




130 








13 5 






Ser 


Gly Ala 


Asn Gly 


Cys 


Ser 


Gly 


Arg 


145 








150 








Gin 


Val Asn 


Pro 


Leu 


Gin 


Met 


Thr 


Ala 








165 










Val 


Ser Asp 


Pro 


Asp 


Arcr 


Ala 


Ser 


Gin 






180 










185 


Thr 


Gin Lys 


Glu 


Ala 


He 


Ser 


Val 


Met 




195 










200 




TjVS 


Asp Ala 


Leu Arg 


Leu 


Val 


Ser 


His 




210 








215 






Ala 


Leu Lys 


lie 


ixe 


Ser 


Lys 


Phe 


Met 


225 








230 








Thr 


Val Phe 


Thr 


Lys 


Phe 


Met 


Ser 


Ser 








245 










He 


Ser Lys 


He 


Val 


Asp 


Ser 


Pro 


Ala 






260 










265 


Asn 


Leu Met 

1-4. L lv* w 


His 


Ser 


Pro 


Glu 


Asp 


Ala 




275 










280 




Met 


Asn .Till? 


Pro 


Ala 


Glu 


Ala: 


; Leu 


Arcr 




290 








295 






Glv 


Gly Gly 


Ala 


Asn 


Ala 


Ala 


Gin 


Gin 


305 








310 








Leu 


AST5 Lvs 


Glu 


Pro 


Ala 


Val 


LVS 


Pro 








325 










Asp 


Thr Val 


He 


Gin 


Ser 


Met 


Leu 


Gly 




340 










345 


His 


Asp Ala 


Ala 


Val 


Asp 


Leu 


Gin 


Tyr 




355 










360 




Gin 


Pro Ser 


Thr 


Ser 


Ser 


Ser 


His 


Pro 




370 








375 






Pro 


Asp Phe 


Asp 


Leu 


Lvs 

-i 


Thr 


Phe 


Met 


385 








390 








Pro 


Ser Leu 


Asp 


Ser 


Asp 


Phe 


Ser 


He 








405 










Ser 


Glu Val 


He 


Arg 


He 


Glu 


Tvr 


Gin 






420 










425 


Ala 


Ala Ser 


Arg 


Val 


Lvs 


Glu 


Glu 


Met 




*± -3 _> 










440 




Tyr 


Gly Gly 


Cys 


Asn 


Ser 


Ala 


Ala 


Asn 




450 








455 






Gin 


Pro He 


Cys 


Ala 


Pro 


Ser 


Thr 


Gin 


465 








470 








Glu 


Ala Glu 


Gin 


Met 


Lys 


Leu 


Arg 


Glu 








485 










Leu 


Tyr Asp 


Pro 


Val 


Asp 


Glu 


Asp 


Leu 






500 










505 


Asp 


Arg He 


Lys 


Pro 


Asp 


Asp 


Thr 


Arg 




515 










520 
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Phe 


Cys 


Gin Lys 


Cys 


Arg 


Leu 






60 








Ser 


Glu 


Asn He 


Met 


Ser 


Glu 




75 








80 


He 


Glu 


Thr Asn 


Arg 


Ala 


Lys 


90 








95 




Ala 


Cys 


Asp Ala 


Asp 


Gly 


Gly 








110 






Asp 


Ser 


Ser Ser 


Ser 


Asn 


Leu 






125 








Gin 


Ser 


Cys Gly 


Ser 


Ala 


Asp 






140 








Gin 


Ala 


Ser Ser 


Pro 


Gly 


Thr 




155 








160 


Glu 


Lys 


He Val 


Asp 


Gin 


He 


170 








175' 




Ala 


He 


Asn Arg 


Leu 


Met 


Arg 






) 


190 






Glu 


Lys 


Val He 


Ser 


Ser 


Gin 






205 








Leu 


He 


Asp Tyr 


Pro 


Gly 


Asp 






220 








Asn 


Ser 


Pro Phe 


Asn 


Ala 


Leu 




235 








240 


Pro 


Thr 


Asp Gly 


Val 


Glu 


He 


250 








255 




Asp 


Val 


Val Glu 


Phe 


Met 


Gin 








270 






He 


Asp 


He Met 


Asn 


Lys 


Phe 






285 








He 


Leu 


Asn Arg. 


He 


Leu. 


Ser 






300 








Thr 


Ala 


Asp Arg Lys 


Pro 


Leu 




315 








320 


Ala 


Ala 


Pro Ala 


Glu 


Arg Ala 


330 








335 




Asn 


Ser 


Pro Pro 


He 


Ser 


Pro 








350 






His 


Ser 


Pro Gly Val 


Gly Glu 






365 








Leu 


Pro 


Tyr He 


Ala 


Asn 


Ser 






380 








Gin 


Thr 


Asn Tyr Asn 


Asp 


Glu 




395 








400 


Asn 


Ser 


He Glu 


Ser 


Val 


Leu 


410 








415 




Ala 


Phe 


Asn Ser 


He 


Gin 


Gin 








430 






Ser 


Tyr 


Gly Thr Gin 


Ser 


Thr 






445 








Asn 


Ser 


Gin Pro 


His 


Leu 


Gin 






460 








Gin 


Leu 


Asp Arg 


Glu 


Leu 


Asn 




475 








480 


Leu 


Arg 


Leu Ala 


Ser 


Glu 


Ala 


490 








495 




Ser 


Ala 


Leu Met 


Met 


Gly Asp 








510 






His 


Asn 


Pro Lys 


Leu 


Leu 


Gin 



525 
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Leu 


He Asn 


Leu 


Thr 


Ala 


Val 


Ala 




530 








535 




Lys 


Lys He 


Thr 


Ala 


Phe 


Arg 


Asp 


545 








550 






Leu 


Leu Lys 


Gly 


Gly 


Cys 


Thr 


Glu 








565 








lie 


Tyr Asp 


Asp 


Asp 


Arg 


Ala 


Ala 






580 










Asn 


Met Gly 


Asn 


He 


Arg 


Thr 


Asp 




595 










600 


He 


Tyr Glu 


Glu 


His 


Gin 


Lys 


Phe 




610 








615 




Arg 


Met Asp 


Glu 


Asn 


He 


He 


Leu 


625 








630 






Thr 


Ser Ala 


Arg 


Ser 


Arg 


Val 


He 








645 








Gin 


Asn Ser 


Tyr 


Tyr 


Tyr 


Leu 


Leu 






660 










Ser 


Gly Cys 


Glu 


Ala 


Arg 


Asn 


Ala 




675 










680 


Ser 


Asp Val 


Glu 


Arg 


Leu 


Asn 


Lys 




690 








695 




Val 


Asn Pro 


Ser 


Gin 


Val 


Glu 


Pro 


705 








710 






Lys 


Asn His 













He 


Lys 


Arg 


Leu 


He 


Lys Met 


Ala 








540 








Met 


Cys 


Gin 


GlU 


Asp 


Gin Val 


Ala 






555 








560 


Met 


Met 


lie 


Met 


Arg 


Ser Val 


Met 




570 








575 




Trp 


Lys 


Val 


Pro 


His 


Thr Lys 


Glu 


585 










590 




Leu 


Leu Lys 


Phe 


Ala Glu Gly 


Asn 










605 






He 


Thr 


Thr 


Phe 


Asp 


Glu Lys 


Trp 








620 








He 


Met 


Cys 


Ala 


He 


Val Leu 


Phe 






635 








640 


His 


Lys 


Asp 


Val 


He Arg Leu 


Glu 




650 








655 




Arg Arg 


Tyr 


Leu 


Glu 


Ser Val 


Tyr 


665 










670 




Phe 


He 


Lys 


Leu 


He 


Gin Lys 


He 










685 






Phe 


He 


He 


Asn 


Val 


Tyr Leu 


Asn 








700 








Leu Leu Arg 


Glu 


He 


Phe Asp 


Leu 






715 








720 



<210> 8 

<211> 2832 

<212> DNA 

<213> Artificial Sequence ^ r _ 
<220> 

<223> Description of Artificial Sequence; note = 
synthetic construct 



<400> 8 

gttattggga 

aacgcgagct 

ctgtcgcgcg 

ccattaaaac 

ccaccaggag 

tcgaaatgtc 

tcaatgcggt 

agcagttcac 

gccagaaatg 

ccgaggagga 

tcatggagaa 

cgccggcgga 

gctgcggctc 

gcacacaggt 

acccggatcg 

cggtgatgga 

tcgactatcc 

cgctgacagt 

agatagttga 

aggacgccat 

ttaaccgaat 

cattgctgga 

tcattcaaag 

tgcagtacca 



ttggcctgga 
gccgaatctg 
gacagttgtt 
cagccacccc 
aggggcaatt 
gccgccgaag 
cacctgcgag 
ctgccccttc 
ccgcctgcgc 
caagctgatc 
cggcacggat 
tagcagcagc 
ggcggacagc 
caatccgctt 
agcctcgcag 
gaaggtaatc 
aggcgacgca 
attcaccaaa 
ttcgcccgcg 
cgatataatg 
cctaagcggc 
caaggagccg 
catgctgggc 
ctcgcccggt 



gcactcggac 
cgtgcaattc 
ctgatacgca 
ccccagcgcc 
aaaaaatcaa 
aactgcgcgg 
agctgcaagg 
aaccaaaact 
aagtgcctgg 
aagcggcgca 
gcgtgcgacg 
agcaaccttg 
ggggccaatg 
cagatgacgg 
gccatcaacc 
agctcacaaa 
ctcaagatca 
ttcatgagct 
gacgtggtgg 
aacaagttca 
ggaggagcga 
gcggtgaagc 
aacagtccgc 
gtcggggagc 



ggacagtaat 
gtgcgtttga 
gagttcctgc 
tcctccaccg 
tcagagggcc 
tgtgcgggga 
cgttcttccg 
gcgacatcac 
atatcgggat 
agatcgagac 
ccgatggcgg 
accactactc 
ggtgctccgg 
ccgagaagat 
ggttgatgcg 
aggacgcctt 
tttcaaagtt 
cacccacgga 
agttcatgca 
tgaatacccc 
acgcagccca 
ctgcagcgcc 
caatttcgcc 
agcccagtac 



tcattaaaat 
cgtgggtact 
ctcaccacac 
acagcagctg 
ctaattgaaa 
caaggctctg 
acggaacgcg 
tgtggtcact 
gaagagtgaa 
caaccgggcc 
cgaggaaagg 
ggggtcacag 
cagacaggcc 
agtcgaccag 
cacgcagaaa 
aaggctggtg 
tatgaactcg 
cggcgttgaa 
gaacttgatg 
agcggaggcg 
gcagacagca 
agcggagcga 
acatgatgct 
atcgagtagc 



atgtggtgat 
aactgctatg 
acgaccacct 
ctccaccgca 
gctgccaccg 
ggctacaact 
ctggccaaga 
cgacgcttct 
aacattatgt 
aagcgacgcc 
gatcacaaag 
gactcgcaga 
agttcgccgg 
atcgtatccg 
gaggctatat 
tcgcatttga 
ccctttaacg 
attatctcaa 
cactcgccag 
ctgcgcattc 
gaccgcaagc 
gctgatactg 
gccgtggatc 
caccccttgc 



60 
120 
180 
240 
300 
360 
420 
480 
540 
600 
660 
720 
780 
840 
900 
960 
1020 
1080 
1140 
1200 
1260 
1320 
1380 
1440 
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cttacatagc caactcgccg gacttcgatc tgaagacctt catgcagacc aactacaacg 1500 

acgagcccag tctggacagt gattttagca ttaactcaat cgaatcggtg ctatccgagg 1560 

tgatccgcat tgagtaccag gccttcaata gcatacaaca agcggcatcg cgcgtaaagg 162 0 

aggagatgtc ctacggcact cagtctacgt acggtggatg caattcggct gcaaacaata 1680 

gccagccgca cctgcagcaa cccatctgcg ccccatccac ccagcagttg gatcgcgagc 1740 

taaacgaggc ggagcaaatg aagctgcggg agctgcgact ggccagcgag gctctttatg 1800 

atcccgtgga cgaggacctc agcgccctga tgatgggcga tgatcgcatt aagcccgacg 1860 

acactcgcca caacccaaag ctattgcagc tgatcaatct gacggcggtg gccatcaagc 192 0 

ggcttatcaa aatggccaag aagattacag cattccgtga catgtgccag gaggaccagg 1980 

tggccctact caaaggtggc tgcacagaaa tgatgataat gcgctccgta atgatttacg 2040 

acgacgatcg cgccgcctgg aaggtacccc ataccaaaga gaacatgggc aacatacgca 2100 

ctgacctgct caagtttgcc gaaggcaata tctacgagga gcaccaaaag ttcatcacaa 2160 

cgtttgacga gaagtggcgc atggacgaga acataatcct gatcatgtgt gccattgtcc 2220 

tttttacctc ggctcgatcg cgagtgatac acaaagacgt gattagattg gaacagaatt 2280 

cctactatta tcttctgcga agatatctgg agagtgttta ttctggctgt gaggcgagaa 2340 

acgcgtttat caagctaatc caaaagattt cagatgtgga gcgtctgaac aagttcataa 240 0 

ttaatgtcta tttgaatgtt aacccatccc aggtggagcc cttgctgcgt gaaatattcg 246 0 

atttgaaaaa tcactagaca accgatgcgt gtcgggcatt taatgcctat gttgatgccc 252 0 

aatgatgaat ggtcaacaag ctgtagttgt tgttgttgtt gatgtctgtt ttatcttgtc 2580 

gcttgtaatg ttagatttta atcgaatgtg attgttagat ttgcatatac tgcatagatt 2640 

ttatatttct acatcaaaga gagcatattt aggataccaa gtgcaaagca acacaatcta 2700 

tatgtaatgt acaccgttta cctagtttca aataaactag acgataatgc aataactaac 2760 

ttggaagcgt gggttctgtg caaaaaggaa aaaagacaaa aaaaataaac tgactttgag 2 82 0 

aaccagtggt aa 2 832 

<210> 9 
<211> 704 
<212> PRT 

<213> Artificial Sequence 
,: <220> . . b . ' . . 



synthetic construct 
<400> 9 

Met Met Lys His Pro Gin Asp Leu Ser Val Thr Asp Asp Gin Gin Leu 

1^5 10 15 

Met Lys Val Asn Lys Val Glu Lys Met Glu Gin Glu Leu His Asp Pro 

20 25 * 30 

Glu Ser Glu Ser His lie Met His Ala Asp Ala Leu Ala Ser Ala Tyr 

35 40 45 

Pro Ala Ala Ser Gin Pro His Ser Pro lie Gly Leu Ala Leu Ser Pro 
50 55 60 

. Asn Gly Gly Gly Leu Gly Leu Ser Asn Ser Ser Asn Gin Ser Ser Glu 
65 70 75 80 

Asn Phe Ala Leu Cys Asn Gly Asn Gly Asn Ala Gly Ser Ala Gly Gly 

85 90 95 

Gly Ser Ala Ser Ser Gly Ser Asn Asn Asn Asn Ser Met Phe Ser Pro 

100 105 110 

Asn Asn Asn Leu Ser Gly Ser Gly Ser Gly Thr Asn Ser Ser Gin Gin 

115 120 125 

Gin Leu Gin Gin Gin Gin Gin Gin Gin Ser Pro Thr Val Cys Ala lie 

130 135 140 

Cys Gly Asp Arg Ala Thr Gly Lys His Tyr Gly Ala Ser Ser Cys Asp 
145 150 155 160 

Gly Cys Lys Gly Phe Phe Arg Arg Ser Val Arg Lys Asn His Gin Tyr 

165 170 175 

Thr Cys Arg Phe Ala Arg Asn Cys Val Val Asp Lys Asp Lys Arg Asn 

180 185 190 

Gin Cys Arg Tyr Cys Arg Leu Arg Lys Cys Phe Lys Ala Gly Met Lys 
195 200 205 
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Lys Glu 


Ala 


Val 


Gin 


Asn 


Glu 


Arg 


Asp 


Arg 


He 


Ser 


Cys 


Arg 


Arg 


Thr 


210 










215 










220 










Ser Asn Asp 


Asp 


Pro 


Asp 


Pro 


Gly 


Asn 


Gly 


Leu 


Ser 


Val 


He 


Ser 


Leu 


225 








230 










235 










240 


Val Lys Ala 


Glu 


Asn 


Glu 


Ser 


Arg 


Gin 


Ser 


Lys 


Ala 


Gly 


Ala 


Ala 


Met 








245 










250 










255 




Glu Pro 


Asn 


He 


Asn 


Glu 


Asp 


Leu 


Ser 


Asn 


Lys 


Gin 


Phe 


Ala 


Ser 


He 






260 










265 










270 






Asn Asp Val 


Cys 


Glu 


Ser 


Met 


Lys 


Gin 


Gin 


Leu 


Leu 


Thr 


Leu 


Val 


Glu 




275 










280 










285 








Trp Ala Lys 


Gin 


He 


Pro 


Ala 


Phe 


Asn 


Glu 


Leu 


Gin 


Leu 


Asp 


Asp 


Gin 


290 










295 










300 










Val Ala 


Leu 


Leu 


Arcj 

* **** 3 


Ala 


His 


Ala 


Gly 


Glu 


His 


Leu 


Leu 


Leu 


Gly 


Leu 


305 








310 










315 










320 


Ser Arg Arg 


Ser 


Met 


His 


Leu 


Lys 


Asp 


Val 


Leu 


Leu 


Leu 


Ser 


Asn 


Asn 








325 










330 










335 




Cys Val 


He 


Thr 


Arg 


His 


Cys 


Pro 


Asp 


Pro 


Leu 


Val 


Ser 


Pro 


Asn 


Leu 






340 










345 










350 






Asp lie 


Ser 


Arcr 


He 


Gly 


Ala 


Arc? 


He 


He 


Asp 


Glu 


Leu 


Val 


Thr 


Val 




355 










360 










365 








Met Lys 


Asp 


Val 


Gly 


He 


Asp 


Asp 


Thr 


Glu 


Phe 


Ala 


Cys 


He 


Lys 


Ala 


370 










375 










380 










Leu Val 


Phe 


Phe 


Asp 


Pro 


Asn 


Ala 


Lys 


Gly 


Leu 


Asn 


Glu 


Pro 


His 


Arg 


385 








390 










395 










400 


He Lys 


Ser 


Leu 


Arg 


His 


Gin 


lie 


Leu 


Asn 


Asn 


Leu 


Glu 


Asp 


Tyr 


He 








405 










410 










415 




Ser Asp Arg 


Gin 


Tyr 


Glu 


Ser 


Arcr 


Gly 


Arcr 


Phe 


Gly 


Glu 


He 


Leu 


Leu 






420 










425 










430 






He Leu 


Pro 


Val 


Leu 


Gin 


Ser 


He 


Thr 


Trp 


Gin 


Met 


He 


Glu 


Gin 


He 




435 










440 










445 








Gin Phe. Ala 


Lys. 


He 


Phe 


Glv 


JVal 


Ala. 


His 


He 


Asp 


Ser 


Leu 


Leu 


Gin. 


450 










455 










460 










Glu Met 


Leu 


Leu Gly 


Glv 


Glu 


Leu 


Ala 


Asp 


Asn 


Pro 


Leu 


Pro 


Leu 


Ser 


465 








470 










475 










480 


Pro Pro 


Asn 


Gin 


Ser 


Asn 


Asp 


Tvr 


Gin 


Ser 


Pro 


Thr 


His 


Thr 


Gly 


Asn 








485 










490 










495 




Met Glu Gly 


Gly Asn 


Gin 


Val 


Asn 


Ser 


Ser 


Leu Asp 


Ser 


Leu 


Ala 


Thr 






500 










505 










510 






Ser Gly Gly 


Pro Gly 


Ser 


His 


Ser 


Leu 


Asp 


Leu 


Glu 


Val 


Gin 


His 


He 




515 










520 










525 








Gin Ala 


Leu 


He 


Glu 


Ala 


Asn 


Ser 


Ala 


Asp 


Asp 


Ser 


Phe 


Arg 


Ala 


Tyr 


530 










535 










540 










Ala Ala 


Ser 


Thr 


Ala 


Ala 


Ala 


Ala 


Ala 


Ala 


Ala 


Val 


Ser 


Ser 


Ser 


Ser 


545 








550 










555 










560 


Ser Ala 


Pro 


Ala 


Ser 


Val 


Ala 


Pro 


Ala 


Ser 


He 


Ser 


Pro 


Pro 


Leu 


Asn 








565 










570 










575 




Ser Pro 


Lys 


Ser 


Gin 


His 


Gin 


His 


Gin 


Gin 


His 


Ala 


Thr 


His 


Gin 


Gin 




580 










585 










590 






Gin Gin 


Glu 


Ser 


Ser 


Tvr 


Leu 


Asp 


Met 


Pro 


Val 


Lys 


His 


Tvr 


Asn 


Gly 




595 










600 










605 








Ser Arg 


Ser 


Gly 


Pro 


Leu 


Pro 


Thr 


Gin 


His 


Ser 


Pro 


Gin 


Arg 


Met 


His 


610 










615 










620 










Pro Tyr 


Gin 


Arg 


Ala 


Val 


Ala 


Ser 


Pro 


Val 


Glu 


Val 


Ser 


Ser 


Gly 


Gly 


625 








630 










635 










640 


Gly Gly 


Leu 


Gly Leu 


Arg 


Asn 


Pro 


Ala 


Asp 


He 


Thr 


Leu 


Asn 


Glu 


Tyr 








645 










650 










655 




Asn Arg 


Ser 


Glu Gly 


Ser 


Ser 


Ala 


Glu 


Glu 


Leu 


Leu 


Arg 


Arg 


Thr 


Pro 






660 










665 










670 






Leu Lys 


He 


Arg 


Ala 


Pro 


Glu 


Met 


Leu 


Thr 


Ala 


Pro 


Ala 


Gly 


Tyr 


Gly 


675 










680 










685 
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Thr Glu Pro Cys Arg Met Thr Leu Lys Gin Glu Pro Glu Thr Gly Tyr 
690 695 700 

<210> 10 
<211> 3248 
<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Description of Artificial Sequence; note - . 
synthetic construct 

<400> 10 

agttgaattc cagtgacgtt ggaagaaaca actgcaaaag gcaaaaacaa agacaatgtt 60 

tataagctgt atattccgct ttgattgata taaatgaata tatgcagtgc gccagttata 120 

caactgccct gcaaaagtca ctcattaaat aaaaaacgcc cgagatgaat ttcacagcgg 180 

cggcaacaag tgcaataata gtaaaaaatc aaaagccaaa caacgaaatc tctcccaaaa 240 

aaacgaagaa gcgtgtcgcg gtgccaaaaa gaaaacaaaa atagaaaaat acacaacaaa 3 00 

ataatacgga gaaacgttaa ttataacgag ccacaaaatc gcataaagaa atcaacaagt 3 60 

gtgtgtctgc ctttttttcc atattcgctt tcattcatgc ggtcaactca acaataacaa 42 0 

ctcaaaatag caacaacaac aataacaata tcaacaagag cagcagcagt cgctgataaa 480 

agccctgcag ctaaaacaac aacaaaacaa caaagatagt tagaaagaac atcgtctggc 540 

cattgagctt taattgccgg tcattacttc attactatgt gattggatct tcccgaccca 600 

cttgtaaata aaaagtaaaa atactggtta tgaagcatga tgaagcatcc gcaggatctg 660 

agtgtcacgg atgaccagca gttaatgaag gtgaacaagg tggagaagat ggagcaggag 720 

ttgcacgacc ccgaatcgga gagccacata atgcacgcgg atgccctggc ctctgcctat 780 

ccggctgcct cgcagcccca cagtccgatc ggcctcgccc tcagccccaa tggcggtggg 840 

ctgggactga gcaacagtag caaccagagc agcgagaact ttgcgctctg caacggaaac 900 

ggaaatgcgg gcagcgcagg aggcggaagt gccagcagtg gcagcaacaa caacaacagc 960 

atgttctcac ccaacaacaa cttgagcgga agcggaagtg ggactaacag cagtcagcag 1020 

caattgcagc agcaacaaca acagcaatca ccgacggtct gcgccatttg tggagatcgg .1080 

gcgacgggca aacattatgg agcctccagc tgcgacggct gcaaaggatt cttcaggagg 1140 

agtgtcagga aaaatcatca gtacacttgc agatttgcgc gaaactgcgt tgtggacaag 12 00 

gacaaacgga atcagtgccg ctactgccgg ctgaggaagt gcttcaaggc gggcatgaag 1260 

aaggaggcgg tgcaaaacga gcgggatcgc attagctgcc gccgcacctc caatgacgac 1320 

ccggatccgg gcaatgggct gtctgtgatt tccttggtta aggcggagaa tgagtcgcgt 13 80 

cagtcgaagg caggcgctgc catggagcca aacattaacg aggacctctc caacaagcag 1440 

ttcgcgagca tcaacgatgt ctgcgagtcg atgaagcagc agctgctgac cctggtggaa 1500 

tgggctaagc agattccggc ctttaacgag ctgcagctgg atgaccaggt ggcactgcta 1560 

cgcgcccatg ctggcgagca tttgctcctc ggcctgtctc gtcgttcgat gcacttgaag - 1620 

gatgttctcc tgctgagcaa caattgtgtg atcacaaggc actgtccaga tccccttgtg 1680 

tcgccgaatt tggacatctc ccggatcggc gcccgtatca tcgatgaact ggtgacggtc 1740 

atgaaggatg tgggtatcga tgacactgaa ttcgcttgca tcaaggccct agtcttcttc 1800 

gatcccaatg ccaagggtct taatgaaccg catcgcatca aatcgctacg gcatcagata 1860 

ctcaataatc tcgaggacta catatcagat cggcaatacg agtcgcgcgg tcgctttggc 1920 

gagattctgc tcatcctgcc ggttctgcag tctattacct ggcagatgat cgagcagatc 1980 

cagtttgcca agatctttgg agtggcccac attgattcat tactgcagga aatgttgttg 2040 

ggaggagagt tggccgacaa tcctctgccg ctatcgccgc ccaatcagtc aaatgactac 2100 

cagagtccca cccacacagg caacatggag ggcggtaatc aagttaactc ctctctggac 2160 

tcgctggcca cgtccggtgg tcctggctcg catagtctgg acctggaggt gcagcacatt 222 0 

caggctctta tcgaggcgaa cagtgcggat gattccttcc gggcctacgc ggccagcact 22 8 0 

gcagcggcag ccgctgcagc cgtctcgtcc tcctcctctg cacccgcatc cgttgctcca 2340 

gcctcgatct ctcctccgct caacagcccc aagtcacaac atcaacatca gcaacatgcg 2400 

acgcatcagc aacaacagga gagctcctac ttggacatgc ccgtcaagca ctacaatggc 24 60 

agtcggtccg gaccgctgcc aacacagcac agtccccaga ggatgcatcc ctaccaaaga 2520 

gcagtcgcct cgccggtcga agtgtccagc gggggcggcg gattgggtct gcgcaatcct 2580 

gccgatatta cgctcaacga gtacaaccgg agcgagggta gcagtgccga ggagctgctg 2640 

cgacgaactc cactgaagat ccgggctccc gagatgctaa ccgcacccgc tggttatgga 2700 

acggaaccct gtcgcatgac acttaaacag gagccagaga ctggttacta gaagaataac 2760 

gaacggtgca atatgcagtt tgcaatagga caccccttaa gcacacaacc catacacata 2 820 

caggccctct cttgctgtac tccccaccaa gtgctatata gagatgaaat tgaaatgaag 2 880 
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aacttactta attgttatgc cttgaaccat tttgatactt tttattagtc ctaagtaggt 2940 

attttggaaa ttgttgctta atttttaatg tttaacgcag ttgcaatata tttttggagt . 3 000 

catattttgc tcaagaagtt tattatatac aattatacta tatatataca ccatttagca 3060 

tgtactgagt ttgttggtta tttggttatc ttatacttgt gcgtggatca caaaacattc 3120 

atataaggcc atgcaatata ttgttttagg ttagggtgtt gtctagatta tgctgaaagt 3180 

gtaatatata tttaatttta aacaaagaac tatttttata tgaatatgta taatatacaa 3240 

actatttc • 3248 



<210> 11 
<211> 556 
<212> PRT 
<213> Artificial 



Sequence 



<220> 

<223> Description of Artificial Sequence; note =» 
synthetic construct 



<400> 11 



Met 


Asp 


Glu 


Asp 


1 








Pro 


Pro 


Ala 


Pro 








2 0 


Ala 


Gin 


Met 


Ser 






35 




Gly 


Asn 


Ser 


His 




50 






Asn 


Ala 


lie 


Asn 


65 








Ser 


Leu 


Tyr 


Glu 


Gin 


Gin 


Gin 


Gin 








100 


Ser 


His 


Asn 


Gly 






115 




Glu 


Leu 


Ala 


Ala 




13 0 






Val 


Ser 


Ser 


Pro 


145 








Leu 


Pro 


Val 


Gin 


Pro 


Lys 


Leu 


Ala 








180 


Ala 


His 


Ala 


Leu 






195 




Pro 


Ala 


Ser 


Ala 




210 






Gin 


Leu 


Cys 


Ala 


225 








Val 


Arg 


Thr 


Cys 


Lys 


Gly 


Ser 


Lys 








260 


Lys 


Arg 


Arg 


Arg 






275 




Val 


Val 


Gly 


Met 




290 






Arg 


Arg 


Gly 


Arg 


305 








Pro 


Ser 


Pro 


Pro 



Cys 


Phe 


Pro 


Pro 


5 








Ser 


Gin 


Leu 


Gin 


His 


Pro 


Asn 


Ser 








40 


Asn 


Asn 


Ser 


Gly 






55 




Ala 


Ser 


Ala 


Asn 




70 






Tyr 


Asn 


Gly 


Val 


85 








Gin 


Gin 


Gin 


Gin 


Glu 


Arg 


Tyr 


Ser 








120 


Ala 


Thr 


Ala 


Ala 






135 




Ser 


Val 


Gly 


Gly 




150 






Arg 


Thr 


Val 


Ser 


165 








Lys 


lie 


Thr 


Leu 


Gin 


Leu 


Asn 


Ser 








200 


Asp 


Leu 


Gin 


Ala 






215 




Val 


Cys 


Gly 


Asp 




230 






Glu 


Gly 


Cys 


Lys 


245 








Tyr 


Val 


Cys 


Leu 


Asn 


Arg 


Cys 


Gin 








280 


Val 


Lys 


Glu 


Val 






295 




Leu 


Pro 


Ser 


Lys 




310 






lie 


Ser 


Leu 


He 



325 



Leu 


Ser 


Gly 


Gly 




10 






Gin 


Leu 


His 


Thr 


25 








Ser 


Asn 


Asn 


Ser 


Gly 


Tyr 


Asn 


Tyr 








60 


Leu 


Ser 


Pro 


Ser 






75 




Ser 


Ala 


Ala 


Asp 




90 






Ser 


Tvx 


Gin 


Gl,h 


105 








Leu 


Pro 


Thr 


Phe 


Val 


Glu 


Ala 


Ala 








140 


Pro 


Pro 


Pro 


Val 






155 




Pro 


Ala 


Gly 


Ser 




170 






Asn 


Gin 


Arg 


His 


185 








Ala 


Pro 


Asn 


Ser 


Gly 


Arg 


Leu 


Leu 








220 


Thr 


Ala 


Ala 


Cys 






235 




Gly 


Phe 


Phe 


Lys 




250 






Ala 


Asp 


Lys 


Asn 


265 








Phe 


Cys 


Arg 


Phe 


Val 


Arg 


Thr 


Asp 








300 


Pro 


LyB 


Ser 


Pro 






315 




Thr 


Ala 


Leu 


Val 




330 







Trp 


Ser 


Ala 


Ser 






15 




Leu 


Gin 


Ser 


Gin 




30 






Ser 


Asn 


Asn 


Ala 


45 








His 


Gly His 


Phe 


Ser 


Ser 


Ala 


Ser 








80 


Asn 


Phe 


Tyr Gly 






95 




His 


Asn , Tyr Asn 




110 






Pro 


Thr' 


He 


Ser 


125 








Ala 


Ala 


Ala 


Thr 


Arg Arg 


Ala 


Ser 








160 


Thr 


Ala 


Gin 


Ser 






175 




Ser 


His 


Ala 


His 




190 






Ala 


Ala 


Ser 


Ser 


205 








Gin 


Ala 


Pro 


Ser 


Gin 


His 


Tyr Gly 








240 


Arg Thr 


Val 


Gin 






255 




Cys 


Pro 


Val 


Asp 




270 






Gin 


Lys 


Cys 


Leu 


285 








Ser 


Leu 


Lys 


Gly 


Gin 


Glu 


Ser 


Pro 








320 


Arg 


Ser 


His 


Val 






335 
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Asp 


Thr Thr Pro Asp 


Pro 


Ser 


Cys 


Leu 


Asp 


Tyr 


Ser 


His Tyr Glu Glu 




340 










345 








350 




Gin 


Ser Met Ser 


Glu 


Ala 


Asp 


Lys 


Val 


Gin 


Gin 


Phe 


Tyr Gin Leu Leu 




355 








360 








„ 


365 




Thr 


Ser Ser Val Asp 


Val 


He 


Lys 


Gin 


Phe 


Ala 


Glu 


Lys He 


Pro Gly 




370 






375 










380 




Tyx 


Phe Asp Leu Leu 


Pro 


Glu 


Asp 


Gin 


Glu 


Leu 


Leu 


Phe Gin 


Ser Ala 


385 






390 










395 






400 


Ser 


Leu Glu Leu 


Phe 


Val 


Leu 


Arg 


Leu 


Ala 


Tyr 


Arg 


Ala Arg 


He Asp 






405 










410 








415 


Asp 


Thr Lys Leu 


lie 


Phe 


Cys 


Asn 


Gly 


Thr 


Val 


Leu 


His Arg 


Thr Gin 




420 










425 








430 




Cys 


Leu Arg Ser 


Phe 


Gly 


Glu 


Trp 


Leu 


Asn 


Asp 


He 


Met Glu 


Phe Ser 




435 








440 










445 




Arg 


Ser Leu His 


Asn 


Leu 


Glu 


He 


Asp 


He 


Ser 


Ala 


Phe Ala 


Cys Leu 




450 






455 










460 






Cys 


Ala Leu Thr 


Leu 


He 


Thr 


Glu 


Arg 


His 


Gly 


Leu 


Arg Glu Pro Lys 


465 






470 










475 






480 


Lys 


Val Glu Gin 


Leu 


Gin 


Met 


Lys 


He 


He 


Gly 


Ser 


Leu Arg Asp His 






485 










490 








495 


Val 


Thr Tyr Asn Ala 


Glu 


Ala 


Gin 


Lys 


Lys 


Gin 


His 


Tyr Phe 


Ser Arg 




500 










505 








510 




Leu 


Leu Gly Lys Leu 


Pro 


Glu 


Leu 


Arg 


Ser 


Leu 


Ser 


Val Gin Gly Leu 




515 








520 










525 




Gin 


Arg lie Phe 


Tyr 


Leu 


Lys 


Leu 


Glu 


Asp 


Leu 


Val 


Pro Ala 


Pro Ala 




530 






535 










540 






Leu 


lie Glu Asn 


Met 


Phe 


Val 


Thr 


Thr 


Leu 


Pro 


Phe 







545 550 555 



<210> 12 
r <211> 518.1 t . 
"<212> DMA 

•<213> Artificial Sequence 
<220> 

<223> Description of Artificial Sequence; note = 
synthetic construct 



<400> 12 

ctcgcccatt 

ctccttgaag 

cgccgccccc 

gcctctgtcc 

caccctgcag 

cgcgggcaac 

caatgccagc 

tgtttccgca 

gcaacataac 

ttcggagctg 

cccttcggtg 

ttcgccagcc 

gcactcccat 

ttcgccagcg 

tgccgtttgt 

caagggattc 

gaattgcccg 

cctggtcgta 

gagactgccc 

gatcacggcc 

cagccactat 

gctgaccagc 



ggagggcccc 
tacaacagca 
acgcccactg 
ggcggctgga 
tctcaggccc 
agccacaaca 
gccaatctgt 
gcggacaact 
tacaactcgc 
gctgcggcca 
ggcggtccgc 
ggctccacgg 
gcccatgccc 
agtgcggatc 
ggcgacaccg 
ttcaagcgga 
gtggacaaga 
ggcatggtca 
tcaaaaccga 
ctggttcgca 
gaggagcagt 
tccgtggacg 



tgtcctgtgg 
gcagcggtag 
accaggtgct 
gtgccagtcc 
agatgtcgca 
acagtggggg 
cgcccagctc 
tctacggaca 
acaatggcga 
ctgctgctgt 
cgccagtacg 
cgcagagccc 
atgccctaca 
tgcaggcggg 
ccgcctgcca 
ccgtgcagaa 
ggcgccgcaa 
aggaagtggt 
aatcgcccca 
gccatgtcga 
cgatgagcga 
tgatcaagca 



cagcagcttg 
cagcccccag 
gaccctcaag 
gcccgccccc 
tcccaacagc 
ctacaactac 
ctcggccagt 
acagcagcag 
gcgttactcg 
cgaagctgcg 
ccgagcatcg 
caagctggcc 
gctcaactcg 
ccgtttgctc 
gcattatgga 
gggctccaag 
ccgttgccag 
gcgcacggac 
ggagtcgcca 
cacgactccg 
ggcagataag 
gttcgccgag 



cccagcttcc 
caggcgtcct 
atggacgagg 
tcccagctcc 
agcaacaaca 
cacggccact 
tccctctacg 
cagcaacagc 
ctgcccacgt 
gcggcggcca 
ctgccggttc 
aagatcacac 
gcacccaatt 
caggctccgt 
gtgcgaacct 
tatgtctgcc 
ttctgccggt 
tcgttgaagg 
ccatcaccac 
gatccctcgt 
gtgcaacagt 
aagattcccg 



aggagaccta 
cctcctccac 
actgcttccc 
agcagctgca 
gcagcaacaa 
tcaatgccat 
aatataatgg 
aaagctatca 
ttcccacgat 
cagtctcctc 
agcgaaccgt 
tgaaccagcg 
cggcggcaag 
cgcagctgtg 
gcgagggatg 
tagcggacaa 
tccagaagtg 
gtcgccgcgg 
ccatctcgtt 
gcctggacta 
tttaccagct 
gctacttcga 



60 
120 
180 
240 
300 
360 
420 
480 
54 0 
600 
660 
720 
780 
840 
900 
960 
1020 
1080 
1140 
1200 
1260 
1320 
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tctcctgccg gaggatcagg agctgctctt ccagagcgca tcgctggaac tgttcgtcct 138 0 

gcggctggcc tatcgcgcca ggatcgatga caccaagctg atcttctgca acggcacggt 144 0 

gctccaccgc acccagtgcc tgcgctcctt cggcgagtgg ctcaacgaca tcatggagtt 1500 

cagccgcagc ctgcacaacc tggagatcga catctccgcc ttcgcctgcc tctgtgccct 1560 

aaccctgatc acagaacgcc atggcctgcg ggagccgaag aaggtggagc agctccagat 162 0 

gaagatcatt ggcagtctgc gcgaccacgt cacctacaat gccgaggccc agaagaagca 1680 

gcactacttc agccgcctgc tgggcaagct gccggagctg aggtccctga gtgtccaggg 1740 

actgcagagg atcttctacc tgaagctgga ggacctggtg cccgcgccag ctctcatcga 1800 

gaacatgttc gtcaccacat tgcccttcta gaggcgatca tcaagcgtat catcacaact 1860 

tgcttcctta aactagcccc taagttatgc ctcctaggat atacagagaa aggaccccat 1920 

aggacggacg caactagctt tagtagaacc ctgaaataaa taaatctcac aacagcaaaa 1980 

acaaaaccga accgaacaga aatgaagcga atagcagacc caggccatat ctttagtgta 2040 

gagctaggta gttagccgga cagccccggc tccttcgata attacggaca tgcatatttg 2100 

agagggggtt tccagtgcac agcctatggc tcctgcgtga ctcgtcagca ccgcgagctc 2160 

caacttgttg acgttaattg ttaaattgtt taatttcaac tgtcaaaacc ggaatcaacg 222 0 

gccgggcacg caatggcaac actttctatc cccggacttc gaagcctgct caacattcgg 22 80 

cactacggac ggacaaacaa cggacagaaa cagaactcac tcttgctctc ttgccttttg 2340 

ctaacttcta gtcaattgat ttaggcgaat caaataaata aataaataaa ataagggcgt 24 00 

gcagcagtag tgttatataa tttctatgcc agaccccagc ggttctcttc aaggaaatcc 24 60 

cccaatgagt tgcacaaatt gggataaagt acgatagcct attattctta tatttctttt 2520 

aaaagctcga agatagatga gaactgtgtg gaaatccact atcatatcat atagttgcta 2580 

taagccgtgc ttgccctaag ctaagttaga cccgcataaa gttgatagcc caaccaagta 2640 

tttcggttat ttcctagact aagg.tcctaa tagttatagg ctaagactat tctgttcgat 2700 

ttatcaatgc accaaacagt gcacaatgag agtataagta ccttcttgtg atgattgtgt 2760 

ctgacacaga gagagttgca cacaagcaca caaactagcc gataagttac taaatacgat 2 820 

ctaatatcta atatatataa tataatataa tatatataag tccaagtatt cggaaatcca 2 8 80 

agaacccttg cataaccgca gttcgtacgt tccaaacgag aaaagaactt tatttaatcc 2940 

tagaccactc catctaagtt ctcaaagaat cgtatgtgga tcgttggatc tgtctctcta 3 000 

tatatgtgtg tgtgttatct cgatagaaaa cccctctatg tgattttgtg atagattggc 3 060 

attgaactct atatatttat atatatatgt ctataatata tatacacgca taaatatata 3120 

tttttatgtc taacttttgt atggtttatt ttatacgtac cacttttctt tgataacaaa 3180 

aagtaaaaaa ctcgttagat agcaaatatt ' tcaaaggtat gttacgagga cttttcaaag 3240 

taccagtctt tagcgacttt ccaattaacg ttcgtattaa cgaaagacag attttctatg 33 0 0 

tgttaaattg aagacttcta taactataac taaatgcaag ctaagagcaa aaacacaaat 33 60 

ccacaaatcc ccaaagtgaa taacatatct cttcaagctt tcgagtgcac ggaacacgta 3420 

gaaccgaaac ccaagtgtta ctaaatccat ttaataatcg gcaagccggg ggcgtcggcg 34 80 

tggttaatac gttctcatta cctatacaat ttagatagat cattattaaa ttattgtaca 3540 

tgtagcacat gaaatgttcg acaactagat tttgtaccat cttaaagaag aacctaggcc 3600 

aagctaaact aagtataaac tatgatctgc atgcggctga gctgtagcta tgagaaatat 3660 

acctgcgtgg atctaagtga aatgggacac tttgaattta gatatgaaac gttctaaacg 3720 

cgacgtacta actctcccaa ctgcgaactc taccaattaa gagaaattcc cagaaaatgt 3780 

gtcaggattt caaagcgtcc catctcactt gaacccaccc aatcaacaaa tacaaatcct 3 840 

agggaagttg agaggttcag caaccataga gcaatatttc ataagaaaac gcaccttaaa 3900 

ttaccgaaaa acatagatta acctgatctt gtaacgtttg ggagcgataa taagccagga 3 960 

ttaaacagga acagttaggt gaccaaatca gttcgaaacg agatgataga taggttcggg 4020 

ttcgaaaccc taaacgcgat gccattttag ccgttacaac attggatatc aaccatgcac 4Q80 

atgaatatga atatgaatat gaatattata gagatatatc tagctatagg aacctacttt 4140 

gtacctacac gacatggaaa catcaaacct acatgcatat ttacacacat atattttgaa 4200 

tagagcgacg acttttacaa gttgcgtaca aagctatagc tatagcttga tatggccatc 4260 

ccagagcgag catatacata tattttgggt tattgttctt ttgtaatttt ataaatgcat 4320 

acatatttat tgtactacgt gaatgtcaag tgtggattca tatttttgag atacagctac 43 80 

aaaacgaaac aaaagaaaat aaaacaaaac agaagagtaa acgtgaaatt tttcgatgaa 4440 

acaattttaa atgagaactt tttaatattg ctattaaagg atatacatat acacactaac 4500 

atacatatat attttactat gtaacggata gaattaagct agatgcagcg cataaagctt 4560 

tatacaacaa attgaaaagc aacagaagaa attggcacaa attaaattta tatagcataa 462 0 

ttagacgtcc ttcgcaagat aatgttattc gtaataagag cgtcaatcgg tacatcgggc 4680 

gctatttccc actacacccc caaccacaca atagataacc taagctatgt atgtacatta 4740 

gctatgtata tccagcccac ttatgcgcct actactagaa atgcagaaag cagaaagaga 48 00 

ggtgaaacct atagacgcta tcacaaatgt ctatctgata gacatcggta ctaccaatgc 4 860 

tatattgcca gttgtgtaat ttactcttat ttgatcgttt catttaccag ttaagaaccc 4920 

aaatcatata agtgttatga tggaagaact ataacttgca attcaattaa ctctgcaata 4980 
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cgataacaag caaagcgaat catttcattt cgatttaatc tttaattata tatacttaaa 5040 

cgatgtaagc ccaaaacaaa cgttttttct atatctgtct tttgagcaaa ttagttatac 5100 

gcaaaaccaa accgtattta cataaatgta tacaaaacaa atcgtatatt ttcattggtt 5160 

tgaaataaat acataaaaca a 5181 



<210> 13 

<211> 278 

<212> PRT 

<213> Artificial Sequence 



<220> 

<223> Description of Artificial 
synthetic construct 



<400>. 13 












Met 


Ser 


Asn 


Phe 


Ser 


Ala 


Cys 


Ala 


1 








5 








Lys 


His 


Tyr 


Gly 


Val 


Ser 


Cys 


Cys 








20 










Arg 


Ser 


Val' 


Arg 


Arg 


Gly 


Ser 


Ser 






35 










40 


Asn 


Cys 


Val 


Val 


Asp 


Lys 


Ala 


Arg 




50 




> 






55 




Phe 


Gin 


Arg 


Cys 


Leu 


Ala 


Val 


Gly 


65 










70 






Glu 


Arg 


Gly 


Pro 


Arg 


Asn 


Gin 


Gin 










85 








Arg 


Gin 


Ala 


Pro 


Pro 


Ser 


Gin 


Ala 








100 










Gin 


Ala 


Leu 


His 


Phe 


Gin 


lie 


Leu 






115 










12 0 


Arg 


Gin 


Ala 


Lys 


Ala 


Asn 


Glu 


Gin 




130 










135 




Gin Asp 


Ala 


lie 


Phe 


Gin 


Val 


Val 


145 










150 






Ala Ser 


His 


Trp 


Ser 


Leu 


Asp 


He 










165 








Asp 


Glu 


Gin 


Leu 


Lys 


Arg 


Leu 


lie 








180 










Asp 


Val 


Leu 


Glu 


Leu 


Asn 


Phe 


Met 




195 










200 


Glu 


Leu 


Ala 


He 


Asn 


Ala 


Glu 


Tyr 




210 










215 




Lys 


Ala 


Ala 


Leu 


He 


Ser 


Leu 


Ala 


225 










230 






Tyr 


Leu 


Arg 


Phe 


Gly 


Gin 


Leu 


Leu 










245 








Arg Arg 


Phe 


Asp 


Cys 


Ala 


Leu 


Ser 








260 










Asp 


lie 


Leu 


Lys 


Thr 


Leu 







275 



Sequence; note » 



val 


Cys 


Gly 


Asp Gin 


Ser 


Ser Gly 




10 








15 


Asp 


Gly 


Cys 


Ser Cys 


Phe 


Phe Lys 


25 








30 




Tyr 


Ala 


Cys 


He Ala 


Leu 


Val Gly 








45 






Arg 


Asn 


Trp 


Cys Pro 


Ser 


Cys Arg 








60 






Met 


Asn 


Ala 


Ala Ala 


Val 


Gin Glu 






75 






80 


Val 


Ala 


Leu 


Tyr Arg 


Thr 


Gly Arg 




90 








95 


Ala 


Pro 


Ser 


Pro Thr 


Pro 


His Ser 


105 








110 




Ala 


Gin 


He 


Leu Val 


Thr 


Cys Leu 








125 






Phe 


Ala 


Leu 


Leu Asp Arg Cys Gin 








140 






Trp 


Ser 


Glu 


He Phe 


Val 


Leu Arg 






155 






160 


Ser 


Ala 


Met 


He Asp Gly Cys Gly 




170 








175 


Cys 


Glu 


Ala 


His Gin Leu Arg Ala 


185 








190 




Glu 


Ser 


Leu 


He Leu 


Cys 


Arg Lys 








205 






Ala 


Val 


He 


Leu Gly Ser His Ser 








220 






Arg 


Tyr 


Thr 


Leu Gin 


Gin 


Ser Asn 






235 






240 


Leu 


Gly 


Leu 


Arg Gin Leu 


Cys Leu 




250 








255 


Cys 


Met 


Phe 


Arg Ser 


Val 


Val Arg 


265 








270 





<210> 14 
<211> 837 
<212> DNA 

<213> Artificial Sequence 



<220> 

<223> Description of Artificial Sequence; note = 
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synthetic construct 



<400> 14 

atgtcgaact 

gtgtcctgct 

tacgcctgca 

ccctcctgcc 

gagcgcggtc 

ccatctcagg 

gcccagatcc 

gatcgctgcc 

gcgtcccact 

aaacggctca 

gagtccctaa 

ggaagccact 

tacctgcggt 

tgcgcgcttt 



tcagtgcctg 
gcgatgggtg 
tcgctctggt 
gcttccagcg 
cgcgcaacca 
cggcgccatc 
ttgtcacgtg 
aacaagacgc 
ggtctctgga 
tttgcgaggc 
tcctgtgcag 
ctaaagccgc 
tcggacaact 
cttgtatgtt 



cgcagtgtgc 
ctcctgcttt 
cgggaactgt 
atgcctggcc 
gcaggtggct 
cccgacgccc 
cctgcgccag 
catctttcag 
catcagcgcc 
ccaccagcta 
aaaagaattg 
cctgatctcc 
gctccttggt 
tcgcagcgtg 



ggcgatcaga 
ttcaagcgga 
gtggtggaca 
gtgggaatga 
ctctaccgca 
cactcccagg 
gcgaaggcca 
gtggtgtgga 
atgatcgacg 
agggccgacg 
gccatcaatg 
ttagcccgct 
ctgaggcagc 
gtcagggaca 



gctccgggaa 
gcgtgcggcg 
aggcgcggcg 
acgctgctgc 
ctggccggag 
cgctgcactt 
acgagcagtt 
gcgagatctt 
gctgcggcga 
tcctggaact 
cggagtatgc 
acaccctgca 
tgtgcctgag 
tcttaaaaac 



gcactacggc 
cgggagcagc 
gaactggtgt 
ggttcaggag 
acaagctccg 
ccagatcctc 
cgctctgttg 
cgtcctgcga 
tgagcagctc 
caactttatg 
cgttatcctg 
gcaatccaac 
gcgcttcgac 
actttag 



60 
120 
180 
240 
300 
360 
420 
480 
540 
600 
660 
720 
780 
837 



<210> 15 
<211> 281 
<212> PRT 

<213> Artificial Sequence 



<220> 

<223> Description of Artificial 
synthetic construct 



<400> 15 



Met Gly 


Met 


Arg 


Arg 


Glu 


Ala 


Val 


1 








5 








Gin 


Pro 


Gly Leu 


Ala 


Gly 


Met 


His 








20 










Asp 


Pro 


Met 


Gly 


He 


Ala 


Gly 


Phe 






35 










40 


Tyr 


He 


Ser 


Leu 


Leu 


Leu 


Arg 


Ala 




50 










55 




Gly Gin 


Cys 


Met 


Gin 


Pro 


Asn 


Asn 


65 










70 






Glu 


Leu 


Ala 


Ala 


Arg 


Leu 


Leu 


Phe 










85 








lie 


Pro 


Phe 


Phe 


Pro 


Glu 


Leu 


Gin 








100 










Arg 


Leu 


Val 


Trp 


Ser 


Glu 


Leu 


Phe 






115 










120 


Met 


Pro 


Leu 


His 


Val 


Ala 


Pro 


Leu 




130 










135 




Ser 


Pro 


Met 


Ala 


Ala 


Asp 


Arg 


Val 


145 










150 






lie 


Phe 


Gin 


Glu 


Gin 


Val 


Glu 


Lys 










165 








Ala 


Glu 


Tyr 


Ser 


Cys 


Leu 


Lys 


Ala 








180 










Cys 


Gly 


Leu 


Ser 


Asp 


Val 


Thr 


His 






195 










200 


Gin 


Cys 


Ala 


Leu 


Glu 


Glu 


Tyr 


Cys 




210 










215 




Thr 


Arg 


Phe 


Gly 


Lys 


Leu 


Leu 


Leu 


225 










230 






Ser 


Ser 


Gin 


Val 


He 


Glu 


Gin 


Leu 



245 



Sequence; note =» 



Gin 


Arg 


Gly 


Arg 


Val 


Pro 


Pro 


Thr 




10 










15 




Gly 


Gin 


Tyr 


Gin 


lie 


Ala Asn Gly 


25 








30 






Asn 


Gly 


His 


Ser 


Tyr Leu 


Ser 


Ser 










45 








Glu 


Pro 


Tyr 


Pro 


Thr 


Ser 


Arg 


Tyr 








60 










He 


Met 


Gly 


He 


Asp 


Asn 


He 


Cys 






75 










80 


Ser 


Ala 


Val 


Glu 


Trp 


Ala 


Lys 


Asn 




90 










95 




Val 


Thr 


Asp 


Gin 


Val 


Ala 


Leu 


Leu 


105 










110 






Val 


Leu 


Asn 


Ala 


Ser 


Gin 


Cys 


Ser 










125 








Leu 


Ala 


Ala 


Ala 


Gly Leu His Ala 








140 










Val 


Ala 


Phe 


Met 


Asp 


His 


He 


Arg 






155 










160 


Leu 


Lys 


Ala 


Leu 


His 


Val 


Asp 


Ser 




170 










175 




He 


Val 


Leu 


Phe 


Thr Thr Asp Ala 


185 










190 






He 


Glu 


Ser 


Leu 


Gin 


Glu 


Lys 


Ser 










205 








Arg 


Thr 


Gin 


Tyr 


Pro 


Asn 


Gin 


Pro 








220 










Arg 


Leu 


Pro 


Ser 


Leu 


Arg 


Thr 


Val 






235 










240 


Phe 


Phe 


Val 


Arg 


Leu 


Val 


Gly Lys 




250 










255 
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Thr Pro lie Glu Thr Leu lie Arg Asp Met Leu Leu Ser Gly Asn Ser 

260 265 270 

Phe Ser Trp Pro Tyr Leu Pro Ser Met 
275 280 

<210> 16 
<211> 2866 
<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Description of Artificial Sequence; note = 
synthetic construct 

<400> 16 

ctaaattgtt gttttcaaaa gaaatgaatt tctttccact cctttcagaa ttcaagaata 60 

aatattgaag caatatggct tcccttgttc aaaccgatca atcgttgcaa atctttcttc 120 

aagcgctcgg tgcgacgtaa tctaacttac tcttgccgcg gcagcagaaa ctgtcccata 180 

gatcaacacc atcgcaatca atgtcaatat tgtcgattga agaagtgcct caaaatggg.c 240 

atgagacgcg aagctgttca acgtggacgc gtaccaccca ctcagcccgg tctggccggc 3 00 

atgcatgggc agtaccagat tgccaacggg gatcccatgg gcattgccgg ctttaacggg 360 

cactcgtacc tcagttccta catctcgctc ctgctgcggg cggaaccgta tccgacttcg 420 

cgatatggcc agtgcatgca acccaacaac attatgggca tcgacaacat ctgcgaactg 480 

gccgcccgac tgctcttctc ggcggtcgag tgggccaaga acataccctt cttcccggag 540 

ctgcaggtga ccgaccaggt ggccctgctc cggctcgtct ggtcagagct cttcgtccta 600 

aacgccagcc agtgctccat gccgctccat gtggcgccac tgctggccgc cgccggactt 660 

catgcctccc cgatggccgc cgatcgtgtg gtggccttca tggaccacat ccgcatcttc 72 0 

caggagcagg tggagaagct gaaggcgctg catgtcgact ccgcggagta ctcctgcctc 780 

aaggcgatcg tgctcttcac caccgatgcc tgcggcctgt ccgatgtgac gcacattgaa 840 

tccctgcaag agaagtcgca gtgcgccctc gaggaatact gccggaccca gtatcccaac 900 

cagcccacga gattcggcaa gctgcttc'tc agactgccat cgctgcgaac ggtctcctca 960 

caagtcattg agcaattgtt ttttgtgcgt ctagtcggaa aaacgccaat tgaaacgctg 1020 

atacgcgata tgctgctgag cggcaacagt ttctcctggc" cctatctgcc ttcgatgtga 1080 

cacacgatgt ggcgccaatt gacaacaact tgatcatcgg ccgcagctgt ggcggctgca 1140 

acgctcaaca tcaattccgg cggaggcggc atcggcatcg gcggcggggg cagtggcagt 1200 

ggcggtggcg gtagtggagg cggtggcgga gtcgttggat gtggcagcca caacgttgtc 12 60 

gctgccagtc atgaccagct cgccaatgtt gctgtcatgc agcaaacata cggcagcggc 132 0 

ggcagcagca gcagcagcat cagcggttgc cacaacggta acaacggcag cggcggcagc 13 80 

atttgcaatc agcagatcaa caactacggc aacaacagca acaacaatgt cggcaatcat 144 0 

atgagtgcag gcagtttttt cggtgggtcc aacaacagca tccacagtag tggcaatagc 1500 

aataccgatt atatgaccac gccagccacc gcttatgcga caccagcgac agcagccaca 1560 

tccacggtga acaccacaac gatgctgtct aattactgcg atgccgccac catgatgatg 1620 

gccgctgctg cagtcaatgc aaatcaatgc ctgcagcaac atcaccagcg catgttgctc 1680 

gcgggcagca gcaacagcag cagcaacaac agcagcagca acagcaacgg cgcagcagca 1740 

atgccctcct catcctcgtc tggctcactg tcatctgcct catcgacccc aacagcaaca 1800 

gcaactgcga ctgcaattgc aacagcaaca gcaactgcag cagcaacagc cgcgcagcaa 1860 

caacagcaac aatcgccgcc aaatttaatc gatatcagcg aagttcctct cattgtggat 1920 

gtcaagtagt gtaattattt atgcatctag aaatggggct ataaaccaac cttgtagata 1980 

ccccgccccg cccccaccac taccacaaaa accataaaac cccaaaaaaa aaacaattga 2040 

aaaatgtaaa aaaaaaaagt tggaggatga gcgccgcgta gcttaattga ctaattttcc 2100 

atttgtagct tttgttgtaa ctttgtacat aactcctcga aaaattcaag tttttctcta 2160 

ggccacccca gctgtgagca aaaccaatct cagctgacat atccaagaga acttcaaaag 222 0 

tgaagccccc aaaaaaagta agaaggcgcc aaaaaaacgt ctttacatat gaatgtgtat 2280 

aatatttaaa tggcactgag ttctacttaa ttttagacca caaacacttg aaaaaatcaa 2340 

tgaaaaaata agaattgtgg aaagagaaaa atccccccta acactttcaa aagacaaaac 24 0 0 

ataaagatag ttaaaatatt tatatatgta atgtagcata tacacgtata tagtacatat 2460 

atgaatatat aaacgaaact ctactcccag tggtttgcag aaatatacca aaaattttaa 2520 

gctatgttta cttgatgtgt ggcaattttt atgtgtgctt tagcaatttt atttttactt 2580 

taagtaaaat ttaaaattta taaacattcg attctcgact ggtttttctc ggcggatgta 264 0 

tctcaaagat gcttctgtat gggaaggccg aattgttgaa atacgaatgc aaaatttagc 2700 
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gaatttttta tttagtaacc attacgagta aaaacacaaa atgttcagtg caagtttcag 2760 
ttcttaaacg attttttcgt aagcttaagc attatcttat ttatgtgtat agagtatgaa 2 820 
aagttfctcta tattttgtaa taataaaaat ttgcgtttat aatgaa 2866 

<210> 17 
<211> 452 
<212> PRT 

<213> Artificial Sequence 
<220> 

<223> Description of Artificial Sequence; note = 
synthetic construct 

<400> 17 

Met Gin Ser Ser Glu Gly Ser Pro Asp Met Met Asp Gin Lys Tyr Asn 

1 5 10 15 

Ser Val Arg Leu Ser Pro Ala Ala Ser Ser Arg lie Leu Tyr His Val 

20 25 30 

Pro Cys Lys Val Cys Arg Asp His Ser Ser Gly Lys His Tyr Gly He 

35 40 45 

Tyr Ala Cys Asp Gly Cys Ala Gly Phe Phe Lys Arg Ser He Arg Arg 

50 "* 55 60 

Ser Arg Gin Tyr Val Cys Lys Ser Gin Lys Gin Gly Leu Cys Val Val 
65 70 75 80 

Asp Lys Thr His Arg Asn Gin Cys Arg Ala Cys Arg Leu Arg Lys Cys 

85 90 ' 95 

Phe Glu Val Gly Met Asn Lys Asp Ala Val Gin His Glu Arg Gly Pro 

100 105 110 

Arg Asn Ser Thr Leu Arg Arg His Met Ala Met Tyr Lys Asp Ala Met 

115 120 125 

Met Gly Ala- Gly Glu Met Pro Gin. Ile^JPro Ala Glu He Leu Met Asn - . 

130 13 5 1'4 0 

Thr Ala Ala Leu Thr Gly Phe Pro Gly Val Pro Met Pro Met Pro Gly 
145 150 155 160 

Leu Pro Gin Arg- Ala Gly His His Pro Ala His Met Ala Ala Phe Gin 

165 170 175 

Pro Pro Pro Ser Ala Ala Ala Val Leu Asp Leu Ser Val Pro Arg Val 

180 185 190 

Pro His His Pro Val His Gin Gly His His Gly Phe Phe Ser Pro Thr 

195 200 205 

Ala Ala Tyr Met Asn Ala Leu Ala Thr Arg Ala Leu Pro Pro Thr Pro 

210 215 220 

Pro Leu Met Ala Ala Glu His He Lys Glu Thr . Ala Ala Glu His Leu 
225 230 235 240 

Phe Lys Asn Val Asn Trp He Lys Ser Val Arg Ala Phe Thr Glu Leu 

245 250 255 

Pro Met Pro Asp Gin Leu Leu Leu Leu Glu Glu Ser Trp Lys Glu Phe 

260 265 270 

Phe He Leu Ala Met Ala Gin Tyr Leu Met Pro Met Asn Phe Ala Gin 

275 280 285 

Leu Leu Phe Val Tyr Glu Ser Glu Asn Ala Asn Arg Glu He Met Gly 

290 295 300 

Met Val Thr Arg Glu Val His Ala Phe Gin Glu Val Leu Asn Gin Leu 
305 " 310 315 320 

Cys His Leu Asn He Asp Ser Thr Glu Tyr Glu Cys Leu Arg Ala He 

325 330 335 

Ser Leu Phe Arg Lys Ser Pro Pro Ser Ala Ser Ser Thr Glu Asp Leu 

340 345 350 

Ala Asn Ser Ser He Leu Thr Gly Ser Gly Ser Pro Asn Ser Ser Ala 
355 360 365 
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Ser 


Ala Glu 


Ser Arg 


Gly 


Leu 


Leu 




3 7° 






375 




His 


Asn Asp 


Ala Arg 


Ser 


Ala 


Leu 


385 






390 






Pro 


Ser Gin 


.Pro Met 


Arg 


Phe 


Gin 






405 








Met 


His Lys 


Val Ser 


Ser 


Phe 


Thr 






420 








Thr 


lie Gly Asp He 


Thr 


He 


Val 




435 








440 


Gin Arg Lys 


He 









450 



Glu Ser Gly Lys Val Ala Ala Met 
3 80 

His Asn Tyr He Gin Arg Thr His 
395 400 
Thr Leu Leu Gly Val Val Gin Leu 

410 415 
He Glu Glu Leu Phe Phe Arg Lys 
425 430 
Arg Leu He Ser Asp Met Tyr Ser 
445 



<210> 18 
<211> 1885 
<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Description of Artificial Sequence; note = 
synthetic construct 

<400> 18 

gagtccacat cggagtaacc aaggatatat cgaatatatc acacaatccg caataccgcc 60 

gtccacccaa accgttaaaa caaaaatcca aaacgactca aagatacacc agtgccaagt 120 

gaaattcaat ttgtgcaagc gtttctacaa aaatcgccaa aattacgccc cacatcggta 180 

tgcagtcgtc ggagggttca ccagacatga tggatcagaa atacaacagc gtgcgtcttt 240 

cgccagcggc atcgagtcgc attctatacc atgtgccctg caaagtctgc agagatcaca 3 00 

gctccggcaa gcattacggc atctacgcct gtgatggctg cgccggattc ttcaagagga 360 

gcattcggag atcccggcag tatgtgtgca agtcgcagaa gcagggactc tgtgtggtgg 420 
acaagacgca, caggaaccaa tgtagggctt. gccgactgag gaagtgcttt gaggtcggaa . 4.80 

tgaacaagga tgcagtgcag cacgagcggg gaccgcggaa ctccactctg cgtcgccaca 540 

tggccatgta caaggatgcc atgatgggcg ccggcgagat gccacaaata cccgccgaaa 600 

ttctgatgaa cacggctgcc ttgaccggct ttcctggagt accgatgccc atgcctggcc 660 

tgccccagag ggctggtcat catcctgctc acatggctgc cttccagccg ccaccatcgg 720 

ctgccgctgt cttggactta tccgtgccac gagtgcccca tcacccggtg caccaaggac 780 

accacggttt cttctcgccc accgccgcct acatgaatgc, cctggccact cgggccctgc 840 

cccccactcc tccgctgatg gcagctgagc acatcaagga aaccgcggcg gaacacctat 900 

tcaagaacgt caactggatc aagagcgtac gggccttcac cgaactgccc atgccggatc 960 

agctgctcct gctggaggag tcctggaagg agttcttcat cctggccatg gcccagtacc 1020 

taatgcccat gaatttcgcc cagctgctgt tcgtctacga gtccgagaat gccaaccggg 1080 

agatcatggg catggtgacc cgcgaggtgc acgccttcca ggaggtgctg aaccaactgt 1140 

gccatctgaa cattgacagc accgagtacg agtgtctgag ggctatttcg ctcttccgta 12 00 

agtcaccacc gtcggcaagt tctaccgagg atttagccaa cagctcaatc ctgacaggaa 1260 

gcggcagccc gaactcctcg gcctctgctg aatccagggg tcttctggag tcgggaaaag 1320 

tggcggccat gcacaacgat gcccggagtg cgctgcacaa ctacatccag aggacccatc 13 80 

cctcgcagcc catgcgattc cagacgctct tgggcgtggt gcagctgatg cacaaggtct 1440 

caagcttcac catcgaggag ctgttcttcc gaaagaccat cggcgacatc accattgtgc 1500 

gcctcatctc cgacatgtac agtcagcgca agatctgaaa agtatgtaga gcctagacta 1560 

atcgccgcac tcgaagtgcc ttccaagtgc tgggaactgt gataatctcg gaagaagcgc 1620 

tttggacaat actcgatcag tgaaatcaac gatttctcat atccaggagt cgagccttaa 1680 

aatacgtaca caacactcac cttaatacct tacctaaaca gaactcgaag taatcttagc 1740 

taaagtctct cagaccatcc agatgtgttt caaattgcat tcgcaaaagt ttcaactttg 1800 

cctgttaaat acgtcaatcg tagttttaaa cactttagtt ttaagcgcat attattagct 1860 

ttaggatttg gaaaaataat tattc 1885 

<210> 19 
<211> 691 
<212> PRT 

<213> Artificial Sequence 



24 



WO 2005/069859 



PCT/US2005/001218 



<220> 

<223> Description of Artificial Sequence; note = 
synthetic construct, 



<400> 19 



Met 


Gly 


Thr 


Ala Gly 


Asp Arg 


Leu 


Leu 


Asp He 


Pro Cys Lys 


Val 


Cys 


1 








5 










10 




15 




Gly 


Asp 


Arg 


Ser 


Ser 


Gly Lys 


His 


Tyr 


Gly He 


Tyr Ser Cys 


Asp Gly 








20 










25 




30 






Cys 


Ser 


Gly 


Phe 


Phe 


Lys 


Arg 


Ser 


He 


His Arg 


Asn Arg He 


Tyr 


Thr 






35 










40 






45 






Cys 


Lys 


Ala 


Thr Gly 


Asp 


Leu 


Lys 


Gly 


Arg Cys 


Pro Val Asp 


Lys 


Thr 




50 










55 








60 






His 


Arg 


Asn 


Gin 


Cys 


Arg Ala 


Cys 


Arg 


Leu Ala 


Lys Cys Phe 


Gin 


Ser 


65 










70 








75 






80 


Ala 


Met 


Asn 


Lys 


Asp 


Ala 


Val 


Gin 


His 


Glu Arg 


Gly Pro Arg 


Lys 


Pro 










85 










90 




95 




Lys 


Leu 


His 


Pro 


Gin 


Leu 


His 


His 


His 


His His 


His Ala Ala 


Ala Ala 








100 










105 




110 






Ala 


Ala 


Ala 


Ala 


His 


His 


Ala 


Ala 


Ala 


Ala His 


His His His 


His 


His 






115 










12 0 






125 






His 


His 


His 


Ala 


His 


Ala 


Ala 


Ala 


Ala 


His His 


Ala Ala Val 


Ala 


Ala 




130 










135 








14 0 






Ala 


Ala 


Ala 


Ser Gly 


Leu 


His 


His 


His 


His His 


Ala Met Pro 


Val 


Ser 


145 










150 








155 






160 


Leu 


Val 


Thr 


Asn 


Val 


Ser 


Ala 


Ser 


Phe 


Asn Tyr 


Thr Gin His 


He 


Ser 










165 










170 




175 




Thr 


His 


Pro 


Pro 


Ala 


Pro 


Ala 


Ala 


Pro 


Pro Ser 


Gly Phe His 


Leu 


Thr 








ISO" 










185 




190 






Ala 


Ser 


Gly 


Ala 


Gin 


Gin 


Glv 


Pro 


Ala 


Pro Pro 


Ala Gly His 


Leu 


His 






195 










.200 






205 






His! 


Gly 


Gly 


Ala Gly 


His 


Gin 


His 


Ala 


Thr Ala 


Phe His His 


Pro 


Gly 




210 










215 




• 




220 






His 


Gly 


His 


Ala 


Leu 


Pro 


Ala 


Pro 


His 


Gly Gly 


Val Val Ser 


Asn 


Pro 


225 










230 








235 






240 


Gly 


Gly 


Asn 


Ser 


Ser 


Ala 


He 


Ser 


Gly 


Ser Gly 


Pro Gly Ser 


Thr 


Leu 










245 










250 




255 




Pro 


Phe 


Pro 


Ser 


His 


Leu 


Leu 


His 


His 


Asn Leu 


He Ala Glu 


Ala 


Ala 








260 










265 




2.70 






Ser 


Lys 


Leu 


Pro Gly 


He 


Thr 


Ala 


Thr 


Ala Val 


Ala Ala Val 


Val 


Ser 






275 










280 






285 






Ser 


Thr 


Ser 


Thr 


Pro 


Tyr 


Ala 


Ser 


Ala 


Ala Gin 


Thr Ser Ser 


Pro 


Ser 




290 










295 








300 






Ser 


Asn 


Asn 


His 


Asn 


Tyr 


Ser 


Ser 


Pro 


Ser Pro 


Ser Asn Ser 


He 


Gin 


305 










310 








315 






320 


Ser 


He 


Ser 


Ser 


He 


Gly 


Ser 


Arg 


Ser 


Gly Gly 


Gly Glu Glu 


Gly Leu 










325 










330 




335 




Ser 


Leu 


Gly 


Ser 


Glu 


Ser 


Pro 


Arg 


Val 


Asn Val 


Glu Thr Glu 


Thr 


Pro 








340 










345 




350 






Ser 


Pro 


Ser 


Asn 


Ser 


Pro 


Pro 


Leu 


Ser 


Ala Gly 


Ser He Ser 


Pro 


Ala 






355 










360 






365 






Pro 


Thr 


Leu 


Thr 


Thr 


Ser 


Ser 


Gly 


Ser 


Pro Gin 


His Arg Gin 


Met 


Ser 




370 










375 








380 






Arg 


His 


Ser 


Leu 


Ser 


Glu 


Ala 


Thr 


Thr 


Pro Pro 


Ser His Ala 


Ser 


Leu 


385 










390 








395 






400 


Met 


He 


Cys 


Ala 


Ser 


Asn 


Asn 


Asn 


Asn 


Asn Asn 


Asn Asn Asn 


Asn 


Asn 










405 










410 




415 




Asn 


Gly 


Glu 


His 


Lys 


Gin 


Ser 


Ser 


Tyr 


Thr Ser 


Gly Ser Pro 


Thr 


Pro 








420 










425 




430 






Thr 


Thr 


Pro 


Thr 


Pro 


Pro 


Pro 


Pro 


Arg 


Ser Gly 


Val Gly Ser 


Thr 


Cys 






435 










440 






445 
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A. III. 

450 


Ala oci 


Ser 


Ser 


OCX 

455 


on v 

v?xy 


lr lie 


Leu 


bill 


Leu 
460 


Leu 


Leu 


oer 


Pro 


Asp 


Lys 


LyB v?in 


C21 n 
ulU 


Leu 


1 XC 


vjrxn 


Tyr 


win 


vai 


bin 


nio 


Asn 


inr 


T an 

lieu 


AfZtZ 

*± D D 








A 1 n 










/I *7 C 










Aon, 


Lieu. 


c lie 


jfro bin 


Gin 

Aft ^ 

TO J 


Leu 


Leu 


Asp 


oer 


Arg 

A Q ft 

ft 27 U 


Leu 


Leu 


Ser 


irp 


blU 


wet 


Leu 


Gin 


biu inr 
n n 


inr 


Ala 


Arg 


Leu 


Leu 

DUD 


Phe 


Met 


Ala 


vai 


Arg 

31U 


Trp 


vai 


Lys 


Cys 


Leu Met 
515 


Pro 


Phe 


Gin 


rpU ~. 

inr 
520 


Leu 


Ser 


Lys 


Asn 


Asp 
525 


Gin 


His 


Leu 


Leu 


Leu 
530 


Gin .Glu 


Ser 


Trp 


Lys 
535 


G1U 


T i-vii 

Leu 


Pne 


Leu 


Leu 
b4u 


Asn 


Leu. 


Ala 


Gin 


Trp 


Thr 


He Pro 


Leu 


Asp 


Leu 


xnr 


Fro 


He 


Leu 


Glu 


Ser 


Pro 


Leu 


He 


545 








550 










bbb 










560 


Arg Glu 


Arg vai 


Leu 


Gin Asp 


blU 


Ala 


Thr 


Gin 


Thr 


Glu 


Met 


Lys 


Thr 








c c tz 
boo 










b /U 










575 




He 


Gin 


Glu He 


Leu 


Cys 


Arg 


Pne 


Arg 


Gin 


He 


Thr 


Pro 


Asp 


Gly Ser 






580 










585 










590 






Glu 


Val 


Gly Cys 
595 


Met 


Lys 


Ala 


lie 

£? A 
O 00 


Ala 


Leu 


Pne 


TV -I _ 

Ala 


Pro 
605 


Glu 


Thr 


Ala 


Gly Leu 


Cys Asp 


Val 


Gin 


Pro 


val 


Glu 


Met 


Leu 


Gin 


Asp 


Gin 


Ala 


Gin 




610 








615 










620 










Cys 


He 


Leu Ser 


Asp 


His 


Val 


Arg 


Leu 


Arg 


Tyr 


Pro 


Arg 


Gin 


Ala 


Thr 


625 








630 










635 










640 


Arg 


Phe 


Gly Arg 


Leu 


Leu 


Leu 


Leu 


Leu 


Pro 


Ser 


Leu 


Arg 


Thr 


He Arg 








645 










650 










655 




Ala 


Ala 


Thr He 
660 


Glu 


Ala 


Leu 


Phe 


Phe 
665 


Lys 


Glu 


Thr 


He 


Gly 
670 


Asn 


Val 


Pro 


lie 


Ala Arg Leu 


Leu 


Arg 


Asp 


Met 


Tyr 


Thr 


Met 


Glu 


Pro 


Ala 


Gin 






675 








680 










685 








Val 


Asp 
690 


Lys 



























<210> 20 
<211> 3043 
<212> DNA 

<213> Artificial Sequence 



<220> 

<223> Description of Artificial Sequence; note = 
synthetic construct 

<400> 20 

gtcagcccag gcgatccgca tttgcgtccg cagcaggttt ccgatttcag aactctgatt 60 

ccagcggcag cgaatcgcgt cggcatctga acatttgaaa ataatctaaa attgcaagtg 120 

actttgtgca ccggttacac taaaattgtt aacaaatcgc catatattct gaatttaaat 180 

ttaaagtgcg cagtgcggaa tataaatcag agcaaactgg atacgttagg gttcaaatac 24 0 

ttccatcaac ggaaaatggg cacagcgggc gatcgcctgt tggacattcc ctgcaaggtg 3 00 

tgtggcgatc gcagctccgg caagcactat ggaatctaca gctgcgatgg ctgctccggt 3 60 

tttttcaagc ggagcattca tcgcaatcgg atttacacct gtaaggccac cggcgatctc 42 0 

aagggtcgct gtccggtgga caagacccat cggaatcagt gtcgcgcctg tcgcctggcc 4 80 

aagtgcttcc agtcggccat gaacaaggat gctgtgcagc acgagcgcgg tcctaggaaa 54 0 

cccaagttgc acccgcaact gcatcatcat catcatcatg ctgctgccgc cgccgctgca 60 0 

gcgcatcatg cagcagccgc ccatcaccat caccatcatc accaccacgc ccacgcagcg 660 

gccgcccatc atgcggcagt ggctgcagcg gctgcctccg ggctgcatca ccaccaccac 72 0 

gccatgcccg tctcgctggt gaccaatgtc tcggcctcgt tcaactatac gcagcacatc 780 

tccacgcatc cgcctgctcc ggcggcgcca cccagtggct ttcacctgac ggccagtggc 84 0 

gcccagcagg gaccagctcc accagctggc cacctgcacc atggtggagc cggacatcag 900 

cacgccacgg ccttccacca tccgggacat ggacacgcgc tgcctgcccc acatggcggc 960 

gtcgtcagca atcccggcgg caactcgagc gcaatctccg gcagcggtcc cggctccacg 102 0 

ctgcccttcc cctcgcacct gctgcaccac aatctgatag cggaggcggc cagcaagctg 108 0 
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ccgggcatca 
tcggcggccc 
agcaactcca 
ctcagcctgg 
aactcgccgc 
ggatcgccgc 
agccacgcct 
aataatggag 
acgccgccac 
ggcttcctgg 
cagcacaaca 
atgctgcagg 
atgcccttcc 
gagctcttcc 
gaatcaccgc 
acgatccagg 
tgcatgaagg 
gtggagatgt 
cctcgccaag 

cgggcggcca 

cgactgctgc 
gcatgacagt 
cgtcgtcata 
gcggcaggag 
catgtaatgg 
tggcgcactc 
gagtctcctt 
tccacggatt 
ttttgtcgtc 
tcccattccc 
tttgaattct 
agttgtaatt 
aatgtaaaaa 



ctgccacagc 
agacgtcgtc 
tccagtccat 
gcagcgagag 
cccttagtgc 
agcaccgcca 
ctctcatgat 
agcacaagca 
cgccgcgttc 
agctgctgct 
cgctgctctt 
agacgacggc 
agacgctctc 
tgctcaacct 
tcatccgcga 
agatcctctg 
ccatcgccct 
tgcaggatca 
caacccgctt 
ccatcgaggc 
gcgacatgta 
cgaaatgaaa 
tgcgaactta 
gcggtccaaa 
aggcgtatgt 
ccacacccac 
actttcgctt 
tttcgttttg 
gcttttctaa 
gcgcccttac 
ttcgtgcatt 
cttttttctg 
ttatacatat 



cgttgcggcg 
gcctagtagc 
ctcgagcatt 
tccgcgcgtc 
tggtagcatt 
gatgtcgcgg 
ttgcgccagc 
gtcgagctac 
tggtgtaggt 
cagtccggac 
cccgcaacag 
gcgactgctc 
caagaacgac 
cgcccaatgg 
acgggtgctg 
ccgcttccgc 
gttcgcaccc 
ggcgcagtgc 
cggcaggctg 
gctgttcttc 
caccatggaa 
tcaaaatcga 
tttgtattcc 
tgtggggcgg 
actaaccgcg 
acccgtaccc 
cgttttctaa 
actgcctggg 
aaattcccca 
ttacaaatca 
gactacgaaa 
caatccagct 
cctttaccaa 



gtggtgtcct 
aacaaccaca 
ggatcgcgca 
aatgtggaaa 
tcgccagcgc 
cacagcctca 
aacaataaca 
acatccggat 
tccacctgca 
aagtgccagg 
ctgttggact 
ttcatggcgg 
cagcatttgc 
actataccgc 
caggacgagg 
cagatcacac 
gaaaccgccg 
atcctctccg 
ctgctcctgc 
aaggagacca 
ccggcacagg 
ttccctagca 
aatgcgaccc 
aagctgcaga 
ctcctccatt 
acaccttgat 
catttgtatc 
cggcactctt 
tgttatttca 
cttcccatcc 
taccctttaa 
ctaaaacggg 
cattgtttgc 



ccactagcac 
actactcctc 
gcggtggtgg 
cggagacacc 
ccacgttgac 
gtgaggcaac 
ataacaacaa 
caccgacacc 
acacggccag 
agctcatcca 
cgcggctgct 
tgcgctgggt 
tgctccagga 
tggatctaac 
ccacacaaac 
ccgacggcag 
gcctgtgcga 
accatgtgcg 
tgccctcgct 
tcggcaatgt 
tggacaagtg 
cctaagcgcc 
gaatcctatt 
tgctatggtt 
ggcgatgcag 
ttatcgccgg 
c'ttattttat 
tatttatctt 
acctggcaag 
cacatccagc 
tcagacaaat 
tttcttaatc 
eta 



gccctacgcc 
gccctcgccc 
cgaggagggc 
ttcgccatcg 
cacctcgtcg 
cacgccgccc 
taataataac 
cacaacgccc 
cagctccagc 
gtaccaggtg 
ctcctgggag 
caagtgcctc 
atcctggaag 
gcccatactg 
ggagatgaag 
cgaggtgggc 
cgtgcagccg 
actgcgctac 
gcgcaccatc 
gcccattgct 
aaccggccac 
acccatcggt 
cagattcact 
cgcaggacgc 
tecgegatga 
caatgegteg 
ttcatctttt 
tcattcgacg 
gacctcgcag 
aattccgtgg 
aaagaatatt 
gaaatcgata 



1140 
1200 
1260 
1320 
1380 
1440 
1500 
1560 
1620 
1680 
1740 
1800 
1860 
1920 
1980 
2040 
2100 
2160 
2220 
2280 
2340 
2400 
2460 
2520 
2580 
2640 
2700 
2760 
2820 
2880 
2940 
3000 
3043 



<210> 21 
<211> 532 
<212> PRT 

<213> Artificial Sequence 
<220> 

<223> Description of Artificial Sequence; note 
synthetic construct 



<400> 21 




























Met 


Ala 


Thr 


Gly 


Arg 


Ser 


Leu 


Leu 


Phe 


Arg 


Val 


Pro 


Trp 


Tyr 


Val 


Cys 


1 








5 










10 










15 




Leu 


Cys 


Val 


Cys 
20 


Ala 


Glu 


Ser 


Ala 


Glu 
25 


Pro 


Gly 


Val 


Tyr 


Trp 
30 


Arg 


Leu 


Arg 


Leu 


Arg 
35 


Leu 


Gly 


Leu 


Pro 


Thr 
40 


Leu 


Ala 


Gly 


Pro 


His 
45 


Thr 


Asn 


Thr 


Leu 


Thr 
50 


Leu 


Thr 


Ala 


Arg 


Thr 
55 


Ser 


Ser 


Cys 


Arg 


Ser 
60 


He 


Lys 


Lys 


Glu 


Arg 


He 


Lys 


Ala 


Ser 


Gin 


Gin 


Ala 


Asn 


Ala 


Pro 


Pro 


Glu 


Leu 


Pro 


Leu 


65 








70 










75 










80 


Lys 


Val 


Ser 


Val 


Asp 
85 


Val 


Asn 


lie 


He 


He 
90 


Ala 


Ala 


His 


Ser 


Gin 
95 


Arg 


Arg 


Arg 


He 


Gly 
100 


Leu 


Val 


Arg 


Phe 


His 
105 


Gin 


Arg 


Glu 


Ser 


Glu 
110 


Asp 


Arg 


Pro 


Leu 


Ala 
115 


Val 


Ala 


Ser 


Pro 


Arg 
120 


Leu 


Gin 


He 


Asn 


Met 
125 


Glu 


Pro 


Thr 
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Ala Met Asn Pro Lys Lys Leu His Ser Pro Gin Arg His Cys Tyr Thr 

130 135 140 

Pro Pro Pro Ala Pro Met His Gly Gin Ala Pro Pro Pro Thr Ser Thr 
145 150 155 160 

Gly Val Ala Pro Pro Thr Gin Pro Pro Pro Pro His Pro Ala Ala Pro 

165 170 175 

Asn Val Pro Asn Gly Arg Leu Leu Ser Trp Asn His Ser Ala Ala Ala 

180 185 ' 190 

Ala Ala Ala Ala Ala Ala Ala Gin Ala Ala Ala Asn Ser Met Asn His 

195 200 205 

Ser Ser Ala Ala Glu Gly Ser Ser Met Thr Arg He Lys Gly Gin Asn 

210 215 220 

Leu Gly Leu He Cys Val Val Cys Gly Asp Thr Ser Ser Gly Lys His 
225 230 235 240 

Tyr Gly He Leu Ala Cys Asn Gly Cys Ser Gly Phe Phe Lys Arg Ser 

245 250 255 

Val Arg Arg Lys Leu He Tyr Arg Cys Gin Ala Gly Thr Gly Arg Cys 

260 265 270 

Val Val Asp Lys Ala His Arg Asn Gin Cys Gin Ala Cys Arg Leu Lys 

275 280 285 

Lys Cys Leu Gin Met Gly Met Asn Lys Asp Asp Asp Ser He Asp Val 

290 295 300 

Thr Asn Asp Asn Glu Glu Pro His Ala Val Ser Arg Ser Asp Ser Ser 
305 310 315 320 

Phe He Met Pro Gin Phe Met Ser Pro Asn Leu Tyr Thr His Gin His 

325 330 335 

Glu Thr Val Tyr Glu Thr Ser Ala Arg Leu Leu Phe Met Ala Val Lys 

340 345 350 

Trp Ala Lys Asn Leu Pro Ser Phe Ala Arg Leu Ser Phe Arg Asp Gin 

355 360 365 

Val lie Leu Leu Glu Glu Ser Trp Ser Glu Leu Phe Leu Leu Asn Ala 

370 375 380 

He Gin Trp Cys He Pro Leu Asp Pro Thr Gly Cys Ala Leu Phe Ser 
385 390 395 400 

Val Ala Glu His Cys Asn Asn Leu Glu Asn Asn Ala Asn Gly Asp Thr 

405 410 415 

Cys He Thr Lys Glu Glu Leu Ala Ala Asp Val Arg Thr Leu His Glu 

420 425 43 0 

He Phe Cys Lys Tyr Lys Ala Val Leu Val Asp Pro Ala Glu Phe Ala 

435 440 445 

Cys Leu Lys Ala He Val Leu Phe Arg Pro Glu Thr Arg Gly Leu Lys 

450 455 460 

Asp Pro Ala Gin He Glu Asn Leu Gin Asp Gin Ala His His Thr Lys 
465 470 475 480 

Thr Gin Phe Thr Ala Gin He Ala Arg Phe Gly Arg Leu Leu Leu Met 

485 490 495 

Leu Pro Leu Leu Arg Met He Ser Ser His Lys He. Glu Ser He Tyr 

500 505 510 

Phe Gin Arg Thr He Gly Asn Thr Pro Met Glu Lys Val Leu Cys Asp 

515 520 525 

Met Tyr Lys Asn 
530 

<210> 22 
<211> 1599 
<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Description of Artificial Sequence; note - 
synthetic construct 
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<400> 22 

atggcgaccg ggcgttctct gctctttcga gtgccttggt atgtgtgctt gtgtgtgtgc 60 

gcagagagcg cagagccggg tgtttattgg agattgcgat tgcggcttgg cttacccaca 12 0 

ctcgcagggc cgcacaccaa cacactaaca ctaacagcga ggacaagctc ctgccgcagc 180 

atcaagaagg aacgaatcaa agcaagccaa caagcaaatg cgccaccaga gttgccacta 24 0 

aaagtctccg ttgacgttaa catcatcatc gcggcacact cgcagcgccg tcggatcgga 300 

ttggttcggt ttcatcagcg ggaatcagag gaccgtccac ttgccgtcgc ctctccacga 3 60 

ttgcaaatta atatggagcc tactgcgatg aacccgaaaa aactccacag tccgcagcgg 420 

cattgctaca ctccgccgcc ggcgccgatg cacggacagg cgcctccacc tacatcaacg 480 

ggcgtggccc cgcccacaca gccaccgccc cctcatcccg ccgccccaaa cgtgcccaat 54 0 

ggtcgattgc tgagctggaa tcacagtgcc gctgcagctg ctgcggcggc ggcagcccaa 600 

gcggcagcca actccatgaa ccactcgtcg gcggcggagg gttcatcgat gacccggatt 660 

aagggtcaga acctgggcct catctgcgtg gtgtgcggcg acaccagctc gggaaagcac 720 

tacggaatcc tagcctgcaa tggctgctcc ggattcttca aacgcagcgt gcggcggaaa 780 

ctcatttatc gctgccaggc gggaacggga cgctgtgtgg tggacaaagc tcatcggaat 840 

caatgccagg cctgcaggct caagaagtgc cttcaaatgg gaatgaacaa ggacgacgac 900 

tccatagatg taaccaacga caacgaggag ccgcatgcag tcagoagatc ggattcgagt 960 

ttcattatgc cgcagttcat gtcgcccaat ctgtacaccc atcaacacga aacagtttac 102 0 

gagacaagtg cccggctgct cttcatggcc gtcaagtggg ccaagaacct gcccagcttt 1080 

gcaagacttt cctttcggga tcaggtaatt ttgctggagg agtcctggtc ggagctgttc 1140 

ctgctgaacg caatccaatg gtgcattccc ctggatccca ccggctgcgc cctcttctcg 1200 

gtggcggagc actgcaataa tctagagaac aatgccaatg gcgacacttg cataacaaag 1260 

gaggagctgg cggcggatgt gcgaacgctc cacgagatct tctgcaaata caaggcggtg 132 0 

ctggtggacc ccgctgaatt cgcgtgcctc aaggcgatag ttctcttccg gccggaaacg 138 0 

cgcggactta aagatccggc gcagatagag aatcttcagg atcaggcgca ccacacaaag 144 0 

acgcagttca ccgcccagat agccagattc ggacgactcc ttctcatgct gccgttgctg 1500 

cgcatgatca gctcccacaa gattgagtcc atctattttc agcgcactat tgggaacacg 1560 

cccatggaaa aggtgctctg tgacatgtat aagaactag 1599 

<210> 23 : 

<2ii> 484 : z ' 

<212> PRT 

<213> Artificial Sequence 

<220> ' 
<223> Description of Artificial Sequence; note « 
synthetic construct 



<400> 23 



Met 


Ser 


Asp 


Gly 


Val 


Ser 


He 


Leu His 


He 


Lys 


Gin 


Glu 


Val 


Asp 


Thr 


1 








5 








10 










15 




Pro 


Ser 


Ala 


Ser 
20 


Cys 


Phe 


Ser 


Pro Ser 
25 


Ser 


Lys 


Ser 


Thr 


Ala 
30 


Thr 


Gin 


Ser 


Gly 


Thr 
35 


Asn 


Gly 


Leu 


Lys 


Ser Ser 
40 


Pro 


Ser 


Val 


Ser 
45 


Pro 


Glu 


Arg 


Gin 


Leu 
50 


Cys 


Ser 


Ser 


Thr 


Thr 
55 


Ser Leu 


Ser 


Cys 


Asp 
60 


Leu 


His 


Asn 


Val 


Ser 


Leu 


Ser 


Asn 


Asp 


Gly 


Asp 


Ser Leu 


Lys 


Gly 


Ser 


Gly 


Thr 


Ser 


Gly 


65 










70 








75 










80 


Gly 


Asn 


Gly 


Gly 


Gly 
85 


Gly 


Gly 


Gly Gly 


Thr 
90 


Ser 


Gly 


Gly 


Asn 


Ala 
95 


Thr 


Asn 


Ala 


Ser 


Ala 
100 


Gly 


Ala 


Gly 


Ser Gly 
105 


Ser 


Val 


Arg 


Asp 


Glu 
110 


Leu 


Arg 


Arg 


Leu 


Cys 
115 


Leu 


Val 


Cys 


Gly 


Asp Val 
120 


Ala 


Ser 


Gly 


Phe 
125 


His 


Tyr 


Gly 


Val 


Ala 
130 


Ser 


Cys 


Glu 


Ala 


Cys 
135 


Lys Ala 


Phe 


Phe 


Lys 
140 


Arg 


Thr 


He 


Gin 


Gly 


Asn 


He 


Glu 


Tyr 


Thr 


Cys 


Pro Ala 


Asn 


Asn 


Glu 


Cys 


Glu 


He 


Asn 


145 










150 








155 










160 
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Lys 


Arg Arg 


Arg 


Lys 


Ala 


Cys 


Gin 


Ala Cys 


Arg 


Phe Gin Lys 


Cys 


Leu 








165 








170 






175 




Leu 


Met Gly 


Met 


Leu 


Lys 


Glu 


Gly Val Arg 


Leu 


Asp Arg Val 


Arg Gly 






180 










185 




190 






Gly 


Arg Gin 


Lys 


Tyr 


Arg 


Arg 


Asn 


Pro Val 


Ser 


Asn Ser Tyr 


Gin 


Thr 




195 










200 






205 






Met 


Gin Leu 


Leu 


Tyr 


Gin 


Ser 


Asn 


Thr Thri 


Ser 


Leu Cys Asp 


Val 


Lys 




210 








215 








220 






He 


Leu Glu 


Val 


Leu 


Asn 


Ser 


Tyr Glu Pro Asp 


Ala Leu Ser 


Val 


Gin 


225 








230 








235 






240 


Thr 


Pro Pro 


Pro 


Gin 


Val 


His 


Thr 


Thr Ser 


He 


Thr Asn Asp 


Glu Ala 








245 








250 






255 




Ser 


Ser Ser 


Ser 


Gly 


Ser 


He 


Lys 


Leu Glu 


Ser 


Ser Val Val 


Thr 


Pro 






260 










265 




270 






As n 


Gly Thr 


Cys 


He 


Phe 


Gin 


Asn 


Asn Asn 


Asn 


Asn Asp Pro 


Asn 


Glu 




275 










280 






285 






He 


Leu Ser 


Val 


Leu 


Ser 


Asp 


He 


Tyr Asp 


Lys 


Glu Leu Val 


Ser 


Val 




290 








295 








300 






He 


Gly Trp 


Ala 


Lys 


Gin 


He 


Pro 


Gly Phe 


He 


Asp Leu Pro 


Leu 


Asn 


305 








310 








315 






320 


Asp 


Gin Met 


Lys 


Leu 


Leu 


Gin 


Val 


Ser Trp 


Ala 


Glu He Leu 


Thr 


Leu 








325 








330 






335 




Gin 


Leu Thr 


Phe 


Arg 


Ser 


Leu 


Pro 


Phe Asn Gly 


Lys Leu Cys 


Phe 


Ala 






340 










345 




350 






Thr 


Asp Val 


Trp 


Met 


Asp 


Glu 


His 


Leu Ala Lys 


Glu Cys Gly 


Tyr Thr 




355 










360 






365 






Glu 


Phe Tyr 


Tyr 


His 


Cys 


Val 


Gin 


He Ala 


Gin 


Arg Met Glu 


Arg 


He 




370 








375 








380 






Ser 


Pro Arg 


Arg 


Glu 


Glu 


Tyr 


Tyr 


Leu Leu 


Lys 


Ala Leu Leu 


Leu 


Ala 


385 








390 








395 






400 


As n 


Cys Asp 


He. 


Leu 


Leu 


Asp 


Asp 


Gin Ser 


Ser 


Leu Arg Ala 


Phe Arg: 








405 








410 






415 




Asp 


Thr He 


Leu- 


Asn 


Ser 


Leu 


Asn Asp Val 


Val 


Tyr Leu Leu 


Arg His 






420 










425 




430 






Ser 


Ser Ala 


Val 


Ser 


His 


Gin 


Gin 


Gin Leu 


Leu 


Leu Leu Leu 


Pro 


Ser 




435 










440 






445 






Leu 


Arg Gin 


Ala 


Asp 


Asp 


He 


Leu Arg Arg Phe 


Trp Arg Gly 


He 


Ala 




450 








455 








460 






Arg 


Asp Glu 


Val 


He 


Thr 


Met 


Lys 


Lys Leu 


Phe 


Leu Glu Met 


Leu 


Glu 


465 








470 








475 






480 


Pro 


Leu Ala 


Arg 





















<210> 24 
<211> 2529 
<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Description of Artificial Sequence; note = 
, synthetic construct 

<400> 24 

ccctggtcag gtctggttca ccaaaaaaga aaataaaatt acatttcaat ctttccaata 60 

tgcaaatatc tgcacgaaaa ccagcgagaa cagcatgctc acaataaaga gcccccaaac 12 0 

aatgtgactc gtatccgcgc agagtgacgt ttcgtgcctt gcccgagtgc caaatccaaa 18 0 

tcccaatcca ggcgcacaaa atcgatgcag atgctgtctg cattctcata gaaagtgcaa 24 0 

ctgaataacc gatggtcgcc aaaagccacg atgtccagta ataatgacca gtgaataaac 300 

aattatgact cgagcatcga aaaatgctga ggaacgaata cataagcaat aacaagaagg 3 60 

tgctcaactc ggaccaaaac aagtactaca tgctaacggt cgaggaggcc gatatgtatt 420 

gacgttgtta cagtggagct ' gattacacaa aagatcctca gaacgatttt atccaaggca 4 80 
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cgaacatgtc 
cgtcctgctt 
aatcctcgcc 
gcgatttgca 
gtggcggcaa 
gtgccggagc 
gcgatgtggc 
ttaaacgcac 
ttaacaagcg 
gcatgctcaa 
ggaatcctgt 
cgctgtgcga 
tccaaacgcc 
cctcgggcag 
aaaacaacaa 
aggaattggt 
ttaacgacca 
ccttccggtc 
aacatttggc 
agcgcatgga 
tggccaactg 
ttcttaattc 
agcaacaatt 
tttggcgtgg 
tcgagccgct 
taagcaaagg 
gtaggataag 
aaaatctctt 
atcggggtgt 
gtcac agate 
accttctgat 
tacaatggat 
acacatgegg 
gtttccatac 
attagtttt 



cgacggcgtc 
tagtcccagc 
cteggttteg 
caatgtatcc 
tggcggagga 
tgga'tcggga 
cagtggattc 
catccaaggc 
gagaegcaag 
ggagggtgtg 
atcaaactct 
tgtcaagata 
gccgccgcaa 
cataaaactg 
caacaatgat 
cagegtcatt 
gatgaagctt 
cctaccgttc 
caaggagtgc 
aagaatatcg 
cgacattctg 
tctaaacgat 
getgettttg 
aattgeaege 
ggccaggtga 
tgcaaatata 
ccatgtatat 
ttaatggact 
gcttacactg 
ttcaataatt 
gtaacgtatg 
tatactgtt't 
tcaaaagaat 
tccctaagtt 



ageatcttge 
tccaagtcaa 
ceggaaagge 
ttaagcaatg 
ggaggtggtg 
teegtcaggg 
cactatggtg 
aacatcgagt 
gcctgccaag 
cgcttggatc 
taccagacta 
ctggaggtgc 
gtccacacga 
gagtccagcg 
cccaatgaga 
ggctgggcca 
ctccaggtgt 
aatggcaagt 
ggttacacgg 
ccacgaaggg 
ctggatgatc 
gtggtctact 
ctgccttcgc 
gatgaagtca 
aaaggattat 
gtcttaggta 
aaatagtaaa 
accaactaca 
gttaaaggcg 
tgttcaattc 
aatttgtggg 
ctaagtgtca 
agcaatgtcg 
ctgtattctt 



acatcaaaca 
cggccacgca 
agetctgeag 
atggcgatag 
gtacgagtgg 
acgagctccg 
tggcgagttg 
acacgtgtcc 
cgtgtcgctt 
gagttcgtgg 
tgeagctget 
tcaattcata 
ctagcataac 
ttgttacgcc 
tactaagegt 
agcagatacc 
cgtgggcaga 
tatgettege 
agttctacta 
aggagtacta 
agagttccct 
tgetgegtea 
tgeggcagge 
ttaccatgaa 
gcgggcgccc 
tatatggatg 
atacttgtcg 
gcaactggaa 
catataggtg 
tcactggttc 
cacttttaaa 
tgtaacccag 
teegtgaata 
tggggatttt 



ggaggtggac 
gagtggcaca 
ctcgacgacc 
tctgaaagga 
tggaaatgcg 
ccgattgtgt 
tgaggcttgc 
ggegaacaac 
ccagaaatgt 
aggaeggcag 
ataccaatcc 
tgagceggat 
taatgatgag 
caatgggact 
ccttagtgat 
tggctttata 
gatcctgacg 
cacggatgtc 
ccactgcgtc 
ettgetaaag 
gcgcgcattt 
ttcgtcggcc 
ggatgatatc 
gaaactgttc 
aaactagttg 
tatactagag 
ggtaagatta 
aaccctactt 
ttatgtgtct 
tgatatatgt 
atacgatagt 
tgattctgtg 
ataaacegtt 
cttttcctaa 



actccatcgg 
aacggcctga 
tctctatcct 
agtggtacaa 
accaatgega 
ttggtttgtg 
aaagcgttct 
gagtgtgaga 
ctactaatgg 
aagtaccgaa 
aacaccacct 
gecttgageg 
gcctcatcct 
tgeattttec 
atttacgaca 
gatctgccac 
ctccagctga 
tggatggatg 
cagatcgcac 
gcgctcctgc 
cgtgatacga 
gtg.tcgcatc 
ctgegaagat 
etcgagatge 
atctagctga 
tagattaagc 
gttcgcagaa 
atcttctaga 
aaagttgtga 
atatgecgea 
ggttctacaa 
tctatgtggt 
tgtaactgtt 
acaaattcaa 



540 
600 
660 
72 0 
780 
840 
900 
960 
1020 
1080 
1140 
12 00 
1260 
1320 
1380 
1440 
1500 
1560 
1620 
1680 
1740 
1800 
1860 
1920 
1980 
2040 
2100 
2160 
2220 
2280 
2340 
2400 
2460 
2520 
2529 



<210> 25 
<211> 601 
<212> PRT 

<213> Artificial Sequence 



<220> 

<223> Description of Artificial 
synthetic construct 



Sequence; note = 



<400> 25 




















Met Asp 


Gly 


Val 


Lys 


Val 


Glu 


Thr 


Phe 


lie 


Lys 


Ser Glu Glu Asn Arg 


1 






5 










10 




15 


Ala Met 


Pro 


Leu 
20 


lie 


Gly 


Gly 


Gly 


Ser 
25 


Ala 


Ser 


Gly Gly Thr Pro Leu 
30 


Pro Gly 


Gly 
35 


Gly 


Val 


Gly 


Met 


Gly 
40 


Ala 


Gly 


Ala 


Ser Ala Thr Leu Ser 
45 


Val Glu 


Leu 


Cys 


Leu 


Val 


Cys 


Gly 


Asp 


Arg 


Ala 


Ser Gly Arg His Tyr 


50 










55 










60 


Gly Ala 


lie 


Ser 


Cys 


Glu 


Gly 


Cys 


Lys 


Gly 


Phe 


Phe Lys Arg Ser lie 


65 








70 










75 


80 


Arg Lys 


Gin 


Leu 


Gly 
85 


Tyr 


Gin 


Cys 


Arg 


Gly 
90 


Ala 


Met Asn Cys Glu Val 
95 


Thr Lys 


His 


His 
100 


Arg 


Asn 


Arg 


Cys 


Gin 
105 


Phe 


Cys 


Arg Leu Gin Lys Cys 
110 
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Leu 


Ala 


Ser 


Gly 


Met 


Arg 


Ser 


Asp 


Ser 


Val 


Gin 


His 


Glu 


Arg 


Lys 


Pro 






115 










12 0 










125 








lie 


Val 


Asp 


Arg 


Lys 


Glu 


Gly 


He 


He 


Ala 


Ala 


Ala 


Gly 


Ser 


Ser 


Ser 




130 










135 










140 










Thr 


Ser 


Gly 


Gly 


Gly 


Asn 


Gly 


Ser 


Ser 


Thr 


Tyr 


Leu 


Ser 


Gly 


Lys 


Ser 


145 










150 










155 










160 


Gly 


Tyr 


Gin 


Gin 


Gly 


Arg 


Gly 


Lys 


Gly 


His 


Ser 


Val 


Lys 


Ala 


Glu 


Ser 










165 










170 










175 




Ala 


Ala 


Thr 


Pro 


Pro 


Val 


His 


Ser 


Ala 


Pro 


Ala 


Thr 


Ala 


Phe 


Asn 


Leu 








180 










185 










190 






Asn 


Glu 


Asn 


He 


Phe 


Pro 


Met 


Gly 


Leu 


Asn 


Phe 


Ala 


Glu 


Leu 


Thr 


Gin 






195 










200 










205 








Thr 


Leu 


Met 


Phe 


Ala 


Thr 


Gin 


Gin 


Gin 


Gin 


Gin 


Gin 


Gin 


Gin 


Gin 


His 




210 










215 










220 










Gin 


Gin 


Ser 


Gly 


Ser 


Tyr 


Ser 


Pro 


Asp 


He 


Pro 


Lys 


Ala 


Asp 


Pro 


Glu 


225 










230 










235 










240 


Asp 


Asp 


Glu 


Asp 


Asp 


Ser 


Met 


Asp 


Asn 


Ser 


Ser 


Thr 


Leu 


Cys 


Leu 


Gin 










245 










250 










255 




Leu 


Leu 


Ala 


Asn 


Ser 


Ala 


Ser 


Asn 


Asn 


Asn 


Ser 


Gin 


His 


Leu 


Asn 


Phe 








260 










265 










2 70 






Asn 


Ala 


Gly 


Glu 


Val 


Pro 


Thr 


Ala 


Leu 


Pro 


Thr 


Thr 


Ser 


Thr 


Met 


Gly 






275 










280 










285 








Leu 


lie 


Gin 


Ser 


Ser 


Leu 


Asp 


Met 


Arg 


Val 


He 


His 


Lys 


Gly 


Leu 


Gin 




290 










295 










300 










lie 


Leu 


Gin 


Pro 


He 


Gin 


Asn 


Gin 


Leu 


Glu 


Arg 


Asn 


Gly 


Asn 


Leu 


Ser 


305 










310 










315 










320 


Val 


Lys 


Pro 


Glu 


Cys 


Asp 


Ser 


Glu 


Ala 


Glu 


Asp 


Ser 


Gly 


Thr 


Glu 


Asp 










325 










330 










335 




Ala 


Val 


Asp 


Ala 


Glu 


Leu 


Glu 


His 


Met 


Glu 


Leu 


Asp 


Phe 


Glu. 


Cys 


Gly 








340 










345 










.3 50 






Gly 


Asn 


Arg 


Ser 


Gly 


Gly 


Ser 


Asp 


Phe 


Ala 


lie 


Asn 


Glu 


Ala 


Val 


.Phe 






355 










360 










365 








Glu 


Gin 


Asp 


Leu 


Leu 


Thr 


Asp 


Val 


Gin 


Cys 


Ala 


Phe 


His 


Val 


Gin 


Pro 




370 










375 










380 










Pro 


Thr 


Leu 


Val 


His 


Ser 


Tyr 


Leu 


Asn 


He 


His 


Tyr 


Val 


Cys 


Glu 


Thr 


385 










390 










395 










400 


Gly 


Ser 


Arg 


He 


He 


Phe 


Leu 


Thr 


He 


His 


Thr 


Leu 


Arg 


Lys 


Val 


Pro 










405 










410 










415 




Val 


Phe 


Glu 


Gin 


Leu 


Glu 


Ala 


His 


Thr 


Gin 


Val 


Lys 


Leu 


Leu 


Arg 


Gly 








420 










425 










430 






Val 


Trp 


Pro 


Ala 


Leu 


Met 


Ala 


He 


Ala 


Leu 


Ala 


Gin 


Cys 


Gin 


Gly 


Gin 






435 










440 










445 








Leu 


Ser 


Val 


Pro 


Thr 


He 


He 


Gly 


Gin 


Phe 


He 


Gin 


Ser 


Thr 


Arg 


Gin 




450 










455 










460 










Leu 


Ala 


Asp 


He 


Asp 


Lys 


He 


Glu 


Pro 


Leu 


Lys 


He 


Ser 


Lys 


Met 


Ala 


465 










470 










475 










480 


Asn 


Leu 


Thr 


Arg 


Thr 


Leu 


His 


Asp 


Phe 


Val 


Gin 


Glu 


Leu 


Gin 


Ser 


Leu 










485 










490 










495 




Asp 


Val 


Thr 


Asp 


Met 


Glu 


Phe 


Gly 


Leu 


Leu 


Arg 


Leu 


He 


Leu 


Leu 


Phe 








500 










505 










510 






Asn 


Pro 


Thr 


Leu 


Leu 


Gin 


Gin 


Arg 


Lys 


Glu 


Arg 


Ser 


Leu 


Arg 


Gly 


Tyr 






515 










520 










525 








Val 


Arg 


Arg 


Val 


Gin 


Leu 


Tyr 


Ala 


Leu 


Ser 


Ser 


Leu 


Arg 


Arg 


Gin 


Gly 




530 










535 










540 










Gly 


He 


Gly 


Gly 


Gly 


Glu 


Glu 


Arg 


Phe 


Asn 


Val 


Leu 


Val 


Ala 


Arg 


Leu 


545 










550 










555 










560 


Leu 


Pro 


Leu 


Ser 


Ser 


Leu 


Asp 


Ala 


Glu 


Ala 


Met 


Glu 


Glu 


Leu 


Phe 


Phe 










565 










570 










575 




Ala 


Asn 


Leu 


Val 


Gly 


Gin 


Met 


Gin 


Met 


Asp 


Ala 


Leu 


He 


Pro 


Phe 


He 








580 










585 










590 







J 
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Leu Met Thr Ser Asn Thr Ser Gly Leu 
595 600 

<210> 26 
<211> 2288 
<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Description of Artificial Sequence; note = 
synthetic construct 

<400> 26 

attggaacaa ggagatttta ttgcgttaga aaaggttcaa aataggcaca aagtgcctga 60 

aaatatcgta actgaccgga agtaacataa ctttaaccaa gtgcctcgaa aaatagatgt 12 0 

ttttaaaagc tcaagaatgg tgataacaga cgtccaataa gaattttcaa agagccaaat 180 

gtttgggttt cagttattta tacagccgac gactattttt tagccgcctg ctgtggcgac 24 0 

aatggacggc gttaaggttg agacgttcat caaaagcgaa gaaaaccgag cgatgccctt 300 

gatcggagga ggcagtgcct caggcggcac tcctctgcca ggaggcggcg tgggaatggg 360 

agccggagca tccgcaacgt tgagcgtgga gctgtgtttg gtgtgcgggg accgcgcctc 420 

cgggcggcac tacggagcca taagctgcga aggctgcaag ggattcttca agcgctcgat 480 

ccggaagcag ctgggctacc agtgtcgcgg ggctatgaac tgcgaggtca ccaagcacca 54 0 

caggaatcgg tgccagttct gtcgactaca gaagtgcctg gccagcggca tgcgaagtga 600 

ttctgtgcag cacgagagga aaccgattgt ggacaggaag gaggggatca tcgctgctgc 660 

cggtagctca tccacttctg gcggcggtaa tggctcgtcc acctacctat ccggcaagtc 720 

cggctatcag caggggcgtg gcaaggggca cagtgtaaag gccgaatccg cggccacgcc 780 

tccagtgcac agcgcgccag caacggcctt caatttgaat gagaatatat tcccgatggg 840 

tttgaatttc gcagaactaa cgcagacatt gatgttcgct acccaacagc agcagcaaca 900 

acagcaacag catcaacaga gtggtagcta ttcgccagat attccgaagg cagatcccga 960 

ggatgacgag gacgactcaa tggacaacag cagcacgctg tgcttgcagt tgctcgccaa 1020 

cagcgccagc aacaacaact cgcagcacct gaactttaat gctggggaag tacccaccgc 10 80 

tctgcctacc acctcgacaa tggggct'tat tcagagttcg .ctggacatgc gggtcatcca ' 1140 

caagggactg cagatcctgc agcccatcca aaaccaactg gagcgaaatg gtaatctgag 12 00 

tgtgaagccc gagtgcgatt cagaggcgga ggacagtggc accgaggatg ccgtagacgc 12 60 

ggagctggag cacatggaac tagactttga gtgcggtggg aaccgaagcg gtggaagcga 132 0 

ttttgctatc aatgaggcgg tctttgaaca ggatcttctc accgatgtgc agtgtgcctt 13 80 

tcatgtgcaa ccgccgactt tggtccactc gtatttaaat attcattatg tgtgtgagac 1440 

gggctcgcga atcatttttc tcaccatcca tacccttcga aaggttccag ttttcgaaca 1500 

attggaagcc catacacagg tgaaactcct gagaggagtg tggccagcat taatggctat 1560 

agctttggcg cagtgtcagg gtcagctttc ggtgcccacc attatcgggc agtttattca 1620 

aagcactcgc cagctagcgg atatcgataa gatcgaaccg ttgaagatct cgaagatggc 1680 

aaatctcacc aggaccctgc acgactttgt ccaggagctc cagtcactgg atgttactga 1740 

tatggagttt ggcttgctgc gtctgatctt gctcttcaat ccaacgctct tgcagcagcg 1800 

caaggagcgg tcgttgcgag gctacgtccg cagagtccaa ctctacgctc tgtcaagttt 1860 

gagaaggcag ggtggcatcg gcggcggcga ggagcgcttt aatgttctgg tggctcgcct 1920 

tcttccgctc agcagcctgg acgcagaggc catggaggag ctgttcttcg ccaacttggt 1980 

999gcagatg cagatggatg ctcttattcc gttcatactg atgaccagca acaccagtgg 2040 

actgtaggcg gaattgagaa gaacagggcg caagcagatt cgctagactg cccaaaagca 2100 

agactgaaga tggaccaagt gcgggcaata catgtagcaa ctaggcaaat cccattaatt 2160 

atatatttaa tatatacaat atatagttta ggatacaata ttctaacata aaaccatggg 2220 

tttattgttg ttcacagata aaatggaatc gatttcccaa taaaagcgaa tatgttttta 2280 

aacagaat 2288 

<210> 27 
<211> 508 
<212> PRT 

<213> Artificial Sequence 
<220> 

<223> Description of Artificial Sequence; note = 
synthetic construct 
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<400> 27 



Met Asp 
1 


Asn 


Cys 


Asp 
5 


Gin 


Asp 


Ala 


Ser 


Glu Glu 


Val 


Lys 


Pro 


Asp 


He 


Ser 


Gin 






20 










25 


Ser Phe 


Ser 


Pro 


Lys 


Ala 


Glu 


Ser 


Pro 




35 










40 




Ser Met 


Val 


His 


Val 


Leu 


Pro 


Gly 


Ser 


50 










55 






Asn Ser 


Ala 


Gly 


Asp 


Ala 


Gin 


Met 


Ala 


65 








70 








Gly Ser 


Ala 


Ala 


Ala 


Ala 


Val 


Gin 


Gin 








85 










Leu Ser 


Gly 


Ser 


Lys 


His 


Leu 


Cys 


Ser 






100 










105 


Gly Lys 


His 


Tyr 


Gly 


Val 


Tyr 


Ser 


Cys 




115 










120 




Lys Arg 


Thr 


Val 


Arg 


Lys 


Asp 


Leu 


Thr 


13 0 










135 






Asn Cys 


He 


He 


Asp 


Lys 


Arg 


Gin 


Arg 


145 








150 








Tyr Gin 


Lys 


Cys 


Leu 


Thr 


Cys 


Gly 


Met 








165 










Glu Arg 


Gin 


Arg 


Gly 


Ala 


Arg 


Asn 


Ala 






180 










185 


Gly Gly 


Gly 


Ser 


Ser 


Gly 


Pro 


Gly 


Ser 




195 










200 




Gly Gly 


Gly 


Gly 


Gly 


Gly 


Gly 


Val 


Ser 


210 










215 






Gly Ser 


Asp 


Asp 


Phe 


Met 


Thr 


Asn 


Ser 


225 






230 








Glu Arg 


He 


He 


Glu -Ala 


Glu 


Gin 


Arg 








245 










Arg Ala 


Leu 


Thr 


Phe 


Leu 


Arg 


Val 


Gly 






260 










265 


Asp Tyr 


Lys 


Gly 


Ala 


Val 


Ser 


Ala 


Leu 




275 










280 




Leu Phe 


Gin 


Met 


Val 


Glu 


Tyr 


Ala 


Arg 


290 










295 






Val Pro 


Leu 


Asp 


Asp 


.Gin 


Val 


He 


Leu 


305 








310 








Leu Leu 


He 


Ala 


Asn 


Val 


Ala 


Trp 


Cys 








325 










Gly Gly 


Ala 


Gly 


Gly 


Gly 


Gly 


Gly 


Gly 






340 










345 


Glu Arg 


Arg 


Ser 


Pro 


Gly 


Leu 


Gin 


Pro 




355 










360 




Ser Phe 


Ser 


Tyr 


His 


Arg 


Asn 


Ser 


Ala 


370 










375 






He Phe 


Asp 


Arg 


He 


Leu 


Ser 


Glu 


Leu 


385 








390 








Asn Leu 


Asp 


Arg 


Arg 


Glu 


Leu 


Ser 


Cys 








405 










Asn Pro 


Asp 


He 


Arg 


Gly 


He 


Lys 


Ser 






420 










425 


Arg Glu 


Lys 


Val 


Tyr 


Ala 


Cys 


Leu 


Asp 




435 










440 




Pro Gly 


Asp 


Asp 


Gly 


Arg 


Phe 


Ala 


Gin 


450 










455 
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Phe Arg 


Leu 


Ser 


His 


He 


Lys 


10 








15 




Leu Asn 


Asp 


Ser 


Asn 


Asn 


Ser 








30 






Val Pro 


Phe 


Met 


Gin 


Ala 


Met 






45 








Asn Ser 


Ala 


Ser 


Ser 


Asn 


Asn 




60 










Gin Ala 


Pro 


Asn 


Ser 


Ala Gly 


75 










80 


Gin Tyr 


Pro 


Pro 


Asn 


His 


Pro 


90 








95 




He Cys 


Gly Asp 


Arg 


Ala 


Ser 








110 






Glu Gly 


Cys 


Lys 


Gly 


Phe 


Phe 






125 








Tyr Ala 


Cys 


Arg 


Glu 


Asn Arg 




140 










Asn Arg 


Cys 


Gin 


Tyr 


Cys 


Arg 


155 










160 


Lys Arg 


Glu 


Ala 


Val 


Gin 


Glu 


170 








175 




Ala Gly 


Arg Leu 


Ser 


Ala 


Ser 






190 






Val Gly 


Gly Ser 


Ser 


Ser 


Gin- 






205 








Gly Gly 


Met 


Gly 


Ser 


Gly Asn 




220. 










Val Ser 


Arg Asp 


Phe 


Ser 


He 


235 










240 


Ala Glu 


Thr 


Gin 


Cys 


Gly Asp 


250 








255 




Pro Tyr 


Ser 


Thr 


Val 


Gin 


Pro 








270 






Cys Gin 


Val 


Val 


Asn 


Lys 


Gin 






285 








Met Met 


Pro 


His 


Phe 


Ala Gin 




300 










Leu Lys 


Ala 


Ala 


Trp 


He 


Glu 


315 










320 


Ser He 


Val 


Ser 


Leu 


Asp Asp 


330 








335 




Leu Gly 


His 


Asp 


Gly 


Ser 


Phe 








350 






Gin Gin 


Leu 


Phe 


Leu 


Asn 


Gin 






365 








He Lys 


Ala Gly 


Val 


Ser 


Ala 




380 










Ser Val 


Lys 


Met 


Lys 


Arg Leu 


395 










400 


Leu Lys 


Ala 


He 


He 


Leu 


Tyr 


410 








415 




Arg Ala 


Glu 


He 


Glu 


Met 


Cys 








430 






Glu His 


Cys 


Arg 


Leu 


Glu 


His 






445 








Leu Leu 


Leu Arg 


Leu 


Pro 


Ala 



460 
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Leu Arg Ser He Ser Leu Lys Cys Gin Asp His Leu Phe Leu Phe Arg 
465 470 475 480 

He Thr Ser Asp Arg Pro Leu Glu Glu Leu Phe Leu Glu Gin Leu Glu 

485 490 495 

Ala Pro Pro Pro Pro Gly Leu Ala Met Lys Leu Glu 
500 505 

<210> 28 
<211> 2488 
<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Description of Artificial Sequence; note = 
synthetic construct 

<400> 28 

aaaaatgtcg acgcgaaaaa aggtatttat tcattagtca gaaagtctgg cattctttgt 60 

ttgttggtaa aaagcgcaat tgtttggagg cgagcgaata aagtgcgctg ctccatcggc i2 0 

tcaagattat gtaaatgcag caacgacccc accaacaacg aaactgcaac ctgctccact 18 0 

tggcccaacg gaccaatagc ggacggacgg acacggtggc gttggcaaag. tgaaacccca 240 

acagagaggc gaaagcgagc caagacacac cacatacaca cgaagagaac gagcaagaag 300 

aaaccggtag gcggaggagg cgctgccccc agttcctcca atatacccag caccacatca 3 60 

caagcccagg atggacaact gcgaccagga cgccagcttt cggctgagcc acatcaagga 420 

ggaggtcaag ccggacatct cgcagctgaa cgacagcaac aacagcagct tttcgcccaa 4 80 

ggccgagagt cccgtgccct tcatgcaggc catgtccatg gtccacgtgc tgcccggctc 540 

caactccgcc agctccaaca acaacagcgc tggagatgcc caaatggcgc aggcgcccaa 600 

ttcggctgga ggctctgccg ccgctgcagt ccagcagcag tatccgccta accatccgct 660 

gagcggcagc aagcacctct gctctatttg cggggatcgg gccagtggca agcactacgg 720 

cgtgtacagc tgtgagggct gcaagggctt ctttaaacgc acagtgcgca aggatctcac 780 

. atacgcttgc agggagaacc gcaactgcat rcatagacaag cggcagagga accgctgcca 84 0 

gtactgccgc taccagaagt gcctaacctg cggcatgaag cgcgaagcgg tccaggagga 900 

gcgtcaacgc ggcgcccgca atgcggcggg taggctcagc gccagcggag gcggcagtag 960 

cggtccaggt tcggtaggcg gatccagctc tcaaggcgga ggaggaggag gcggcgtttc 102 0 

tggcggaatg ggcagcggca acggttctga tgacttcatg accaatagcg tgtccaggga 1080 

tttctcgatc gagcgcatca tagaggccga gcagcgagcg gagacccaat gcggcgatcg 1140 

tgcactgacg ttcctgcgcg ttggtcccta ttccacagtc cagccggact acaagggtgc 12 00 

cgtgtcggcc ctgtgccaag tggtcaacaa acagctcttc cagatggtcg aatacgcgcg 1260 

catgatgccg cactttgccc aggtgccgct ggacgaccag gtgattctgc tgaaagccgc 1320 

ttggatcgag ctgctcattg cgaacgtggc ctggtgcagc atcgtttcgc tggatgacgg 13 80 

cggtgccggc ggcgggggcg gtggactagg ccacgatggc tcctttgagc gacgatcacc 1440 

gggccttcag ccccagcagc tgttcctcaa ccagagcttc tcgtaccatc gcaacagtgc 1500 

gatcaaagcc ggtgtgtcag ccatcttcga ccgcatattg tcggagctga gtgtaaagat 1560 

gaagcggctg aatctcgacc gacgcgagct gtcctgcttg aaggccatca tactgtacaa 162 0 

cccggacata cgcgggatca agagccgggc ggagatcgag atgtgccgcg agaaggtgta 168 0 

cgcttgcctg gacgagcact gccgcctgga acatccgggc gacgatggac gctttgcgca 174 0 

actgctgctg cgtctgcccg ctttgcgatc gatcagcctg aagtgccagg atcacctgtt 1800 

cctcttccgc attaccagcg accggccgct ggaggagctc tttctcgagc agctggaggc 1860 

gccgccgcca cccggcctgg cgatgaaact ggagtagggt cccgactcta aagtctcccc 192 0 

cgttctccat ccgaaaaatg tttcattgtg attgcgtttg tttgcatttc tcctctctat 198 0 

cccttatacc ctacaaaagc cccctaatat tacgcaaaat gtgtatgtaa ttgtttattt 204 0 

tttttttatt acctaatatt attattatta ttgatataga aaatgttttc cttaagatga 2100 

agattagcct cctcgacgtt tatgtcccag taaacgaaaa acaaacaaaa tccaaaactt 2160 

gaaaagaaca caaaacacga acgagaaaat gcacacaagc aaagtaaaag taaaagttaa 222 0 

actaaagcta aacgagtaaa gatattaaaa taacggttaa aattaatgca tagttatgat 2280 

ctacagacgt atgtaaacat acaaattcag cataaatata tatgtcagca ggcgcatatc 2340 

tgcggtgctg gccccgttct aaatcaattg taattacttt ttaacataaa tttacccaaa 2400 

acgttatcaa ttagatgcga gatacaaaaa tcaccgacga aaaccaacaa aatatatcta 2460 

tgtataaaaa atataaactg cataacaa 24 8 8 



35 



WO 2005/069859 



PCT7US2005/001218 



<210> 29 
<211> 906 
<212> PRT 

<213> Artificial Sequence 
<220> 

<223> Description of Artificial Sequence; note = 
synthetic construct 



<400> 29 



Met 


Gly 


Glu 


Glu 


Leu 


Pro 


He 


Leu 


Lys 


Gly 


He 


Leu 


Lys 


Gly Asn Val 


1 








5 










10 








15 


Asn 


Tyr 


His 


Asn 


Ala 


Pro 


Val 


Arg 


Phe 


Gly 


Arg 


Val 


Pro 


Lys Arg Glu 








20 










25 










30 


Lys 


Ala 


Arg 


He 


Leu 


Ala 


Ala 


Met 


Gin 


Gin 


Ser 


Thr 


Gin 


Asn Arg Gly 






35 










40 










45 




Gin 


Gin 


Arg 


Ala 


Leu 


Ala 


Thr 


Glu 


Leu 


Asp 


Asp 


Gin 


Pro 


Arg Leu Leu 




50 










55 










60 






Ala 


Ala 


Val 


Leu 


Arg 


Ala 


His 


Leu 


Glu 


Thr 


Cys 


Glu 


Phe 


Thr Lys Glu 


65 










70 










75 






80 


Lys 


Val 


Ser 


Ala 


Met 


Arg 


Gin 


Arg 


Ala 


Arg 


Asp 


Cys 


Pro 


Ser Tyr Ser 










85 










90 








95 


Met 


Pro 


Thr 


Leu 


Leu 


Ala 


Cys 


Pro 


Leu 


Asn 


Pro 


Ala 


Pro 


Glu Leu Gin 








100 










105 










110 


Ser 


Glu 


Gin 


Glu 


Phe 


Ser 


Gin 


Arg 


Phe 


Ala 


His 


Val 


He 


Arg Gly Val 




» 


115 










12 0 










125 




lie 


Asp 


Phe 


Ala 


Gly 


Met 


He 


Pro 


Gly 


Phe 


Gin 


Leu 


Leu 


Thr Gin Asp 




130 










135 










140 






Asp 


Lys 


Phe 


Thr 


Leu 


Leu 


Lys 


Ala 


Gly 


Leu 


Phe 


Asp 


Ala 


Leu Phe Val 


145 










150 










155 






: 160 


Arg 


Leu 


He 


Cys* 


Met 


Phe 


Asp 


Ser 


Se'r 


He 


Asn 


Ser 


lie 


lie Cys Leu 










165 










170 








175' 


Asn 


Gly 


Gin 


Val 


Met 


Arg 


Arg 


Asp 


Ala 


He 


Gin 


Asn 


Gly 


Ala Asn Ala 








180 










185 










190 


Arg 


Phe 


Leu 


Val 


Asp 


Ser 


Thr 


Phe 


Asn 


Phe 


Ala 


Glu 


Arg 


Met Asn Ser 






195 










200 










205 




Met 


Asn 


Leu 


Thr 


Asp 


Ala 


Glu 


He 


Gly 


Leu 


Phe 


Cys 


Ala 


He Val Leu 




210 










215 


- 








220 






He 


Thr 


Pro 


Asp 


Arg 


Pro 


Gly 


Leu 


Arg 


Asn 


Leu 


Glu 


Leu 


He Glu Lys 


225 










230 










235 






240 


Met 


Tyr 


Ser 


Arg 


Leu 


Lys 


Gly 


Cys 


Leu 


Gin 


Tyr 


He 


Val 


Ala Gin Asn 










245 










250 








255 


Arg 


Pro 


Asp 


Gin 


Pro 


Glu 


Phe 


Leu 


Ala 


Lys 


Leu 


Leu 


Glu 


Thr Met Pro 








260 










265 










270 


Asp 


Leu 


Arg 


Thr 


Leu 


Ser 


Thr 


Leu 


His 


Thr 


Glu 


Lys 


Leu 


Val Val Phe 






275 










280 










285 




Arg 


Thr 


Glu 


His 


Lys 


Glu 


Leu 


Leu 


Arg 


Gin 


Gin 


Met 


Trp 


Ser Met Glu 




290 










295 










300 






Asp 


Gly 


Asn 


Asn 


Ser 


Asp 


Gly 


Gin 


Gin 


Asn 


Lys 


Ser 


Pro 


Ser Gly Ser 


305 










310 










315 






320 


Trp 


Ala 


Asp 


Ala 


Met 


Asp 


Val 


Glu 


Ala 


Ala 


Lys 


Ser 


Pro 


Leu Gly Ser 










325 










330 








335 


Val 


Ser 


Ser 


Thr 


Glu 


Ser 


Ala 


Asp 


Leu 


Asp 


Tyr 


Gly 


Ser 


Pro Ser Ser 








340 










345 










350 


Ser 


Gin 


Pro 


Gin 


Gly 


Val 


Ser 


Leu 


Pro 


Ser 


Pro 


Pro 


Gin 


Gin Gin Pro 






355 










360 










365 




Ser 


Ala 


Leu 


Ala 


Ser 


Ser 


Ala 


Pro 


Leu 


Leu 


Ala 


Ala 


Thr 


Leu Ser Gly 




370 










375 










380 






Gly 


Cys 


Pro 


Leu 


Arg 


Asn 


Arg 


Ala 


Asn 


Ser 


Gly 


Ser 


Ser 


Gly Asp Ser 


385 










390 










395 






400 
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Gly 


Ala 


Ala 


Glu 


Met 


Asp 


He 


Val 


Gly 


Ser 


His 


Ala 


His 


Leu 


Thr 


Gin 










405 










410 










415 




Asn 


Gly 


Leu 


Thr 


He 


Thr 


Pro 


He 


Val 


Arg 


His 


Gin 


Gin 


Gin 


Gin 


Gin 








420 




• 






425 










430 






Gin 


Gin 


Gin 


Gin 


He 


Gly 


He 


Leu 


Asn 


Asn 


Ala 


His 


Ser 


Arg 


Asn 


Leu 






435 










440 










445 








Asn 


Gly 


Gly 


His 


Ala 


Met 


Cys 


Gin 


Gin 


Gin 


Gin 


Gin 


His 


Pro 


Gin 


Leu 




450 










455 










460 










His 


His 


His 


Leu 


Thr 


Ala 


Gly 


Ala 


Ala 


Arg 


Tyr 


Arg 


Lys 


Leu 


Asp 


Ser 


465 










470 










475 










480 


Pro 


Thr 


Asp 


Ser 


Gly 


He 


Glu 


Ser 


Gly 


Asn 


Glu 


Lys 


Asn 


Glu 


Cys 


Lys 










485 










490 










495 




Ala 


Val 


Ser 


Ser 


Gly 


Gly 


Ser 


Ser 


Ser 


Cys 


Ser 


Ser 


Pro 


Arg 


Ser 


Ser 








500 










505 










510 






Val 


Asp 


Asp 


Ala 


Leu 


Asp 


Cys 


Ser 


Asp 


Ala 


Ala 


Ala 


Asn 


His 


Asn 


Gin 






515 










520 










525 








Val 


Val 


Gin 


His 


Pro 


Gin 


Leu 


Ser 


Val 


Val 


Ser 


Val 


Ser 


Pro 


Val 


Arg 




530 










535 










540 










Ser 


Pro 


Gin 


Pro 


Ser 


Thr 


Ser 


Ser 


His 


Leu 


Lys 


Arg 


Gin 


He 


Val 


Glu 


545 










550 










555 










560 


Asp 


Met 


Pro 


Val 


Leu 


Lys 


Arg 


Val 


Leu 


Gin 


Ala 


Pro 


Pro 


Leu 


Tyr 


Asp 










565 










570 










575 




Thr 


Asn 


Ser 


Leu 


Met 


Asp 


Glu 


Ala 


Tyr 


Lys 


Pro 


His 


Lys 


Lys 


Phe 


Arg 








580 










585 










590 






Ala 


Leu 


Arg 


His 


Arg 


Glu 


Phe 


Glu 


Thr 


Ala 


Glu 


Ala 


Asp 


Ala 


Ser 


Ser 






595 










600 










6 05 








Ser 


Thr 


Ser 


Gly 


Ser 


Asn 


Ser 


Leu 


Ser 


Ala 


Gly 


Ser 


Pro 


Arg 


Gin 


Ser 




610 










615 










620 










Pro 


Val 


Pro 


Asn 


Ser 


Val 


Ala 


Thr 


Pro 


Pro 


Pro 


Ser 


Ala 


Ala 


Ser 


Ala 


625 










630 










635 










640 


Ala 


Ala 


Gly 


Asn 


Pro 


Ala 


Gin. 


Ser 


Gin 


Leu 


His 


Met 


His 


Leu 


Thr 


Arg- 






• 




645 










650 










655 




Ser 


Ser 


Pro 


Lys 


Ala 


Ser 


Met 


Ala 


Ser 


Ser 


His 


Ser 


Val 


Leu 


Ala 


Lys 








660 










665" 










670 






Ser 


Leu 


Met 


Ala 


Glu 


Pro 


Arg 


Met 


Thr 


Pro 


Glu 


Gin 


Met 


Lys 


Arg 


Ser 






675 










680 










685 








Asp 


lie 


He 


Gin 


Asn 


Tyr 


Leu 


Lys 


Arg 


Glu 


Asn 


Ser 


Thr 


Ala 


Ala 


Ser 




690 










695 










700 










Ser 


Thr 


Thr 


Asn 


Gly 


Val 


Gly 


Asn 


Arg 


Ser 


Pro 


Ser 


Ser 


Ser 


Ser 


Thr 


705 










710 










715 










720 


Pro 


Pro 


Pro 


Ser 


Ala 


Val 


Gin 


Asn 


Gin 


Gin 


Arg 


Trp 


Gly 


Ser 


Ser 


Ser 










725 










730 










735 




Val 


He 


Thr 


Thr 


Thr 


Cys 


Gin 


Gin 


Arg 


Gin 


Gin 


Ser 


Val 


Ser 


Pro 


His 








740 










745 










750 






Ser 


Asn 


Gly 


Ser 


Ser 


Ser 


Ser 


Ser 


Ser 


Ser 


Ser 


Ser 


Ser 


Ser 


Ser 


Ser 




i 


755 










760 










765 








Ser 


Ser 


Ser 


Ser 


Thr 


Ser 


Ser 


Asn 


Cys 


Ser 


Ser 


Ser 


Ser 


Ala 


Ser 


Ser 




770 










775 










780 










Cys 


Gin 


Tyr 


Phe 


Gin 


Ser 


Pro 


His 


Ser 


Thr 


Ser 


Asn 


Gly 


Thr 


Ser 


Ala 


785 








790 










795 










800 


Pro 


Ala 


Ser 


Ser 


Ser 


Ser 


Gly 


Ser 


Asn 


Ser 


Ala 


Thr 


Pro 


Leu 


Leu 


Glu 










805 










810 










815 




Leu 


Gin 


Val 


Asp 


He 


Ala 


Asp 


Ser 


Ala 


Gin 


Pro 


Leu 


Asn 


Leu 


Ser 


Lys 








820 










825 










830 






Lys 


Ser 


Pro 


Thr 


Pro 


Pro 


Pro 


Ser 


Lys 


Leu 


His 


Ala 


Leu 


Val 


Ala 


Ala 






835 










840 










845 








Ala 


Asn 


Ala 


Val 


Gin 


Arg 


Tyr 


Pro 


Thr 


Leu 


Ser 


Ala 


Asp 


Val 


Thr 


Val 




850 










855 










860 










Thr 


Ala 


Ser 


Asn 


Gly 


Gly 


Pro 


Pro 


Ser 


Ala 


Ala 


Ala 


Ser 


Pro 


Ala 


Pro 


865 










870 










875 










880 
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Ser-Ser Ser Pro Pro Ala Ser Val Gly Ser Pro Asn Pro Gly Leu Ser 

885 890 895 

Ala Ala Val His Lys Val Met Leu Glu Ala 



<210> 30 
<211> 3750 
<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Description of Artificial Sequence; note = 
synthetic construct 

<400> 30 r . * 

agtcaccgtc gcagtcgcag cagttgaggt tcgctctcct cgatttcggg caaatccgat 60 

accatatagc acagcgtacc gcactctggg tatattcgta acgcgctttg gcttttacag 120 

ttagtcgcgt tcgagacctt gtcgagtttt gtcatgttag ccagcgatcc gcgggatccg 180 

aaataagcca agaatcacaa cgcgagtgcg gcagttgcca gcagtaacta caccaatatt 240 

tatattaatt aaaataaatt aaatgaaaca acatgctgat taatgccaat gaatgttaaa 300 

tgcaattgtt aatgtgaaga aaagtcgacc aagtctcccc aaaacaacac ttattcaaca 360 

tccactacac actcgccttt ctggattacg cgcccaaaaa aaaacaaaaa ttaaaaatta 420 

aaccaaacca acaactaatt tatttgctaa atat'tccaaa aattcaatca atgtgaaaag 480 

caagcaaaca aagttcctct cacaacaaaa cagcagttaa ttaaaatatc taaccgagat 540 

aaagtgcaaa gaagataaca agtttctcaa gcaaacatcc atatgtacct gagtaccaac 600 

caaaaagctg tgtgtgtgcc aaaaaccgaa gaggaattat ccaaaaatat ttaatgagca 660 

agctcaactg agtggttgat gtgcccccca agggaaaagt gaccaagtca agatattttg 72 0 

tcaaatcgaa cacagaaaac acaaaaatgg gcgaagaact cccgatattg aagggcatac 780 

ttaaaggcaa cgtcaactat cacaatgcgc ctgtgcgttt tggacgcgtg ccgaagcgcg 840 

aaaaggcgcg tatcctggcg gccatgcaac agagcaccca gaatcgcggc. cagcagcgag 900 

ccctcgccac cgagcfeggat gaccagccac g.cctcctcgc cgccgtgctg: cgcgcccacc 960 

tcgagacctg tgagttcacc aaggagaagg tctcggcgat gcggcagcgg gcgcgggatt 1020 

gcccctccta ctccatgccc acacttctgg cctgtccgct gaaccccgcc cctgaactgc 1080 

aatcggagca ggagttctcg cagcgtttcg cccacgtaat tcgcggcgtg atcgactttg 1140 

ccggcatgat tcccggcttc cagctgctca cccaggacga taagttcacg ctcctgaagg 12 00 

cgggactctt cgacgccctg tttgtgcgcc tgatctgcat gtttgactcg tcgataaact 1260 

caatcatctg tctaaatggc caggtgatgc gacgggatgc gatccagaac ggagccaatg 1320 

cccgcttcct ggtggactcc accttcaatt tcgcggagcg catgaactcg atgaacctga 13 80 

cagatgccga gataggcctg ttctgcgcca tcgttctgat tacgccggat cgccccggtt 1440 

tgcgcaacct ggagctgatc gagaagatgt actcgcgact caagggctgc ctgcagtaca 1500 

ttgtcgccca gaataggccc gatcagcccg agttcctggc caagttgctg. gagacgatgc 1560 

ccgatctgcg caccctgagc accctgcaca ccgagaaact ggtagttttc cgcaccgagc 1620 

acaaggagct gctgcgccag cagatgtggt ccatggagga cggcaacaac agcgatggcc 1680 

agcagaacaa gtcgccctcg ggcagctggg cggatgccat ggacgtggag gcggccaaga 1740 

gtccgcttgg ctcggtatcg agcactgagt ccgccgacct ggactacggc agtccgagca 1800 

gttcgcagcc acagggcgtg tctctgccct cgccgcctca gcaacagccc tcggctctgg I860 

ccagctcggc tcctctgctg gcggccaccc tctccggagg atgtcccctg cgcaaccggg 1920 

ccaattccgg ctccagcggt gactccggag cagctgagat ggatatcgtt ggctcgcacg 1980 

cacatctcac ccagaacggg ctgacaatca cgccgattgt gcgacaccag cagcagcaac 2 040 

aacagcagca gcagatcgga atactcaata atgcgcattc ccgcaacttg aatgggggac 2100 

acgcgatgtg ccagcaacag cagcagcacc cacaactgca ccaccacttg acagccggag 2160 

ctgcccgcta cagaaagcta gattcgccca cggattcggg cattgagtcg ggcaacgaga 2220 

agaacgagtg caaggcggtg agttcggggg gaagttcctc gtgctccagt ccgcgttcca 2280 

gtgtggatga tgcgctggac tgcagcgatg ccgccgccaa tcacaatcag gtggtgcagc 234 0 

atccgcagct gagtgtggtg tccgtgtcac cagttcgctc gccccagccc tccaccagca 2400 

gccatctgaa gcgacagatt gtggaggata tgcccgtgct gaagcgcgtg ctgcaggctc 2460 

cccctctgta cgataccaac tcgctgatgg acgaggccta caagccgcac aagaaattcc 2520 

gggccctgcg gcatcgcgag ttcgagaccg ccgaggcgga tgccagcagt tccacttccg 2580 

gctcgaacag cctgagtgcc ggcagtccgc gacagagtcc agtcccgaac agtgtggcca 2640 

cgcccccgcc atcggcggcc agcgccgccg caggtaatcc cgcccagagc cagctgcaca 2700 

tgcacctgac ccgcagcagc cccaaggcct cgatggccag ctcgcactcg gtgctggcca 2760 
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agtctctcat ggccgagccg cgcatgacgc ccgagcagat gaagcgcagc gatattatcc 2 82 0 

aaaactactt gaagcgcgag aacagcacag cagccagcag caccaccaat ggcgtgggca 2880 

accgcagtcc cagcagcagc tccacaccgc cgccatcggc ggtccagaat cagcagcgtt 2 940 

ggggcagcag ctcggtgatc accaccacct gccagcagcg ccagcagtcc gtgtcgccgc 3000 

acagcaacgg ttccagctcc agttcgagct ctagctccag ctccagttcg tcatcctcct 3 060 

ccacatcctc caactgcagc tccagctcgg ccagcagctg ccagtatttc cagtcgccgc 312 0 

actccaccag caacggcacc agtgcaccgg cgagctccag ttcgggatcg aacagcgcca 318 0 

cgcccctgct ggaactgcag gtggacattg ctgactcggc gcagcctctc aatttgtcca 3240 

agaaatcgcc cacgccgccg cccagcaagc tgcacgctct ggtggccgcc gccaatgccg 33 00 

ttcaaaggta tcccacattg tccgccgacg tcacagtgac agcctccaat ggcggtcctc 33 60 

cgtcggcggc ggcgagtccg gcgcccagca gcagtccgcc ggcgagtgtg ggctccccca 342 0 

atccgggcct gagcgccgcc gtgcacaagg taatgctgga ggcgtaagag cgggaggagg 3480 

taggtggttt tacgcggaga agtgggagag acagagactg ggagtggcag ttcagcgaag 3540 

caggaagcag gatcacttgg agcggcggga gttgaattaa attattttac catttaattg 3 600 

agacgtgtac aaagtttgaa agcaaaacca acatgcatgc aatttaaaac taatatttaa 3660 

agcaacaaca aacaaaacaa ctacaagtta ttaatttaaa aaacaaacaa acaaacaaac 3720 

aacaaaaaac ccaagcttga atggtattac 3750 

<210> 31 
<211> 392 
<212> PRT 

<213> Artificial Sequence 
<220> 

<223> Description of Artificial Sequence; note = 
synthetic construct 

<400> 31 

Met His Pro Ser His Leu Gin Gin Gin Gin Gin Gin His Leu Leu Gin 

1 5 10 15 

Gin £ln Gin .Gin Gin Qln His Gin Pro Gin Leu Gin Gin His His Gin - 

20 25 30 

Leu Gin Gin Gin Pro His Val Ser Gly Val Arg Val Lys Thr Pro Ser 

35 40 45 

Thr Pro Gin Thr Pro Gin Met Cys Ser He Ala Ser Ser Pro Ser Glu 

50 55 60 

Leu Gly Gly Cys Asn Ser Ala Asn Asn Asn Asn Asn Asn Asn Asn Asn 
65 70 75 80 

Ser Ser Ser Gly Asn Ala Ser Gly Gly Ser Gly Val Ser Val Gly Val 

85 90 95 

Val Val Val Gly Gly His Gin Gin Leu Val Gly- Gly Ser Met Val Gly 

100 105 110 

Met Ala Gly Met Gly Thr Asp Ala His Gin Val Gly- Met Cys His Asp 

115 120 125 

Gly Leu Ala Gly Thr Ala Asn Glu Leu Thr Val Tyr Asp Val He Met 

130 135 140 

Cys Val Ser Gin Ala His Arg Leu Asn Cys Ser Tyr Thr Glu Glu Leu 
145 150 155 160 

Thr Arg Glu Leu Met Arg Arg Pro Val Thr Val Pro Gin Asn Gly He 

165 170 175 

Ala Ser Thr Val Ala Glu Ser Leu Glu Phe Gin Lys He Trp Leu Trp 

180 185 190 

Gin Gin Phe Ser Ala Arg Val Thr Pro Gly Val Gin Arg He Val Glu 

195 200 205 

Phe Ala Lys Arg Val Pro Gly Phe Cys Asp Phe Thr Gin Asp Asp Gin 

210 215 220 

Leu He Leu He Lys Leu Gly Phe Phe Glu Val Trp Leu Thr His Val 
225 230 235 240 

Ala Arg Leu He Asn Glu Ala Thr Leu Thr Leu Asp Asp Gly Ala Tyr 
245 250 255 



39 



WO 2005/069859 PCT/US2005/001218 



Leu. 


Thr 


Arcr 


Gin Gin Leu 


Glu 


He 


Leu 


Tvx 


Asp 


Ser 


Asp 


Phe Val 


Asn 








260 






265 










270 




Ala 


Leu 


Leu 


Asn Phe Ala 


Asn 


Thr 


Leu 


Asn 


Ala 


Tyr 


Gly 


Leu Ser 


Asp 






275 






280 










285 






Thr 


Glu 


lie 


Gly Leu Phe 


Ser 


Ala 


Met 


Val 


Leu 


Leu 


Ala 


Ser Asp 


Arg 




290 






295 










300 








Ala 


Gly 


Leu 


Ser Glu Pro 


Lys 


Val 


He 


Gly 


Arg 


Ala 


Arg 


Glu Leu 


Val 


305 




310 










315 








320 


Ala 


Glu 


Ala 


Leu Arg Val 


Gin 


He 


Leu 


Arg 


Ser 


Arg 


Ala 


Gly Ser 


Pro 








325 








330 








335 




Gin 


Ala 


Leu 


Gin Leu Met 


Pro 


Ala 


Leu 


Glu 


Ala 


Lys 


He 


Pro Glu 


Leu 








340 






345 










350 




Arg 


Ser 


Leu 


Gly Ala Lys 


His 


Phe 


Ser 


His 


Leu 


Asp 


Trp 


Leu Arg 


Met 






355 






360 










365 






Asn 


Trp 


Thr 


Lys Leu Arg 


Leu 


Pro 


Pro 


Leu 


Phe 


Ala 


Glu 


He Phe 


Asp 




370 






375 










380 








lie 


Pro 


Lys 


Ala Asp Asp 


Glu 


Leu 
















385 






390 





















<210> 32 

<211> 3341 

<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Description of Artificial Sequence; note = 
synthetic construct 

<400> 32 

aagcattaac gaaagaactg cgcacaaagt agggaggcaa taattacata tgtacatggc 
t§ggaaaggc ettaactaaa cttagcaaac taataaatag aaaaaaggaa atattggcca- 
aatattatag tattgggaat attaggttac ttgatatcaa aaattaatgt ctattttata 
cacttattct tagacttaat gttaacttat cgtacttatt atgattggtt tttcaagatt 
accagaactt gatagattgg tctagctttt gaaatcggat agcattttct ttaaaggact 
ttgccatatg ctaaagccta acttcttttt tcaattcagc cacagctgac aaaagcgaag 
aaaatttgaa agaccgtgaa tccttttgaa acgccctctc cggattcctc attaagtgca 
aaagatataa catcgcagag atttcccata aaaatgctga tcaggcgccc tcgcaggttg 
ccaacgtcga tttccgccag caggacgatg atgaagatga tggatgccca tctcaccgat 
tcgatccgag caacatggat gtataccaaa tagagctgga ggaacaggca caaatccgct 
ccaaactgct ggtcgaaacc tgtgtgaagc actcgtcttc ggagcagcag cagctccaag 
ttaagcagga ggacctcatc aaggatttca ctcgggacga ggaggaacag ccaagcgaag 
aggaggcgga ggaagaggac aacgaagagg acgaggaaga agaaggcgaa gaagaagagg 
aggacgagga cgaggaagcc ctgctgccgg tagtcaattt taatgcaaat tcagacttta 
atttgcattt ctttgacaca ccggaggact cgtccaccca aggggcctac agtgaggcca 
atagcttgga atccgagcag gaagaggaga agcaaacaca gcagcatcag cagcagaagc 
agcatcaccg ggatttggag gattgcctaa gtgccattga agctgatcca ttgcagttgt 
tgcattgcga cgacttctat agaacatcag ccctagcaga gagtgttgca gccagtctaa 
gcccacagca gcagcagcaa cggcagcaca cccaccagca acaacagcaa cagcagcagc 
agcagcaaca ccctggacag cagcaacatc agctcaactg cacgctgagc aatggtggag 
gtgctttgta caccatcagc agtgtgcatc agttcggtcc ggccagcaac cacaacacca 
gcagcagctc cccctcctcc agcgccgccc actcttcgcc ggacagcggc tgctcgtcgg 
cctcctcctc cggatcttcg cgatcctgcg gatcctcctc tgcatcctcc tcctcgtcag 
cggtcagcag caccatcagc agcggccgca gcagcaacaa cagcgtcgtc aaccccgcag 
caacatcttc atctgttgcg catctgaaca aagagcaaca gcagcagcca ctgccgacga 
cacagctgca acagcagcag cagcaccagc agcagttgca acacccgcag cagcagcaat 
cttttggcct agcagacagc agcagcagca acggcagcag caacaacaac aacggtgtct 
cctcgaaatc atttgtgccc tgcaaagtct gtggcgacaa ggcatcggga taccactatg 
gtgtaacctc ctgcgagggt tgcaagggat tctttcgtcg cagtatccag aagcaaatcg 
aatatcgctg tttgcgggac ggcaagtgcc tggtcatcag actgaaccgc aatcgctgcc 
agtactgccg cttcaagaaa tgcctttccg ctggcatgag ccgcgattcc gtacgttatg 
gtcgcgttcc caagcgttcc cgtgagctga acggagcggc cgcctcctcc gccgccgctg 



60 
120 
180 
240 
300 
360 
420 
480 
540 
600 
660 
720 
780 
840 
900 
960 
1020 
1080 
1140 
1200 
1260 
1320 
1380 
1440 
1500 
1560 
1620 
1680 
174 0 
1800 
1860 
1920 
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gagctcctgc ctccctcaat gtggatgact ctaccagcag cacactgcac ccgagtcacc 1980 

tacagcagca gcagcaacag catctactac agcagcaaca gcagcagcaa catcagccac 2040 

agctgcagca acaccaccaa ctgcaacagc agccgcatgt aagcggcgta cgtgtgaaga 2100 

ccccgagtac tccacaaacg ccacaaatgt gttcgatcgc ctcctcgcca tcggagctgg 2160 

gcggttgcaa tagtgccaat aacaataaca ataataacaa caacagtagc agcggtaatg 222 0 

ccagcggtgg cagcggcgtg agcgtcggcg ttgttgttgt gggcggacac cagcaactgg 2280 

tgggaggcag catggtggga atggcgggca tgggcacgga tgcccaccag gtgggcatgt 2340 

gtcacgacgg cttggcggga acggcaaacg agctgaccgt ctacgatgtc atcatgtgcg 2400 

tgtcgcaggc gcaccgcctc aactgctcct acacggagga actgaccaga gagctcatgc 2460 
gtcgtcccgt gacggtgcca caaaatggga ttgccagcac agtggccgag agtctggagt " 252 0 

tccagaagat ctggctgtgg caacagttct cggccagggt gacgcctggc gttcagcgga 2580 

ttgtggagtt tgcgaaacgc gtacctggct tctgtgattt cacccaagat gaccagctta 2640 

tactaataaa gctgggcttc ttcgaggtct ggttgaccca tgtggcccgg ttgatcaatg 2700 

aggcgacatt gacactggac gatggtgcct acctgacgcg ccagcagctt gagatactct 2760 

acgattctga ctttgtcaac gccttgctga actttgccaa cacgctgaac gcctacgggc 2 820 

tgagtgacac cgaaatcgga ctcttctcgg ccatggtgct gcttgcctcg gatcgagctg 2880 

gactcagcga gcccaaggtg atcggcaggg ccagggaact ggtggccgag gcgctgcgcg 2940 

tacagatcct gcgttcgcgg gcaggatccc cacaggcgct gcagctgatg ccggcgctgg 3000 

aagccaagat acccgagctg agatccttgg gggccaagca cttctcacac ctagactggc 3060 

tacggatgaa ctggaccaag ctgcgcctgc cgcccctctt cgccgagatc ttcgacatcc 3120 

cgaaggctga cgatgagctg taggatgtgg agccaacccc gcgattccag ggccgtgcaa 3180 

agcaaaccgc aacaagaaca gaatattcta ccacttgtag gcttaagcaa cgtagctata 3240 

gatcgaaatg ggagggccgc agatcagata cacgtctact cagcattacc ggagagatag 33 00 

tccactaagc ctatatgcat actactatac tagcagtgtt a 3341 

<210> 33 « 
<211> 878 
<212> PRT 

<213> Artificial Sequence 
<220> ; 

<223> Description of Artificial Sequence ; = note - * * * 

synthetic construct 

<400> 33 

Met Lys Arg Arg Trp Ser Asn Asn Gly Gly Phe Met Arg Leu Pro Glu 

15 10 15 

Glu Ser Ser Ser Glu Val Thr Ser Ser Ser,. Asn Gly Leu Val Leu Pro 

20 25 30 

Ser Gly Val Asn Met Ser Pro Ser Ser Leu Asp Ser His Asp Tyr Cys 

35 40 45 

Asp Gin Asp Leu Trp Leu Cys Gly Asn Glu Ser Gly Ser Phe Gly Gly 

50 55 60 

Ser Asn Gly His Gly Leu Ser Gin Gin Gin Gin Ser Val He Thr Leu 
65 70 75 80 

Ala Met His Gly Cys Ser Ser Thr Leu Pro Ala Gin Thr Thr He He 

85 90 95 

Pro He Asn Gly Asn Ala Asn Gly Asn Gly Gly Ser Thr Asn Gly Gin 

100 105 110 

Tyr Val Pro Gly Ala Thr Asn Leu Gly Ala Leu Ala Asn Gly Met Leu 

115 120 125 

Asn Gly Gly Phe Asn Gly Met Gin Gin Gin He Gin Asn Gly His Gly 

130 135 140 

Leu He Asn Ser Thr Thr Pro Ser Thr Pro Thr Thr Pro Leu His Leu 
145 150 155 160 

Gin Gin Asn Leu Gly Gly Ala Gly Gly Gly Gly He Gly. Gly Met Gly 

165 170 " J ' 175 

He Leu His His Ala Asn Gly Thr Pro Asn Gly Leu He Gly Val Val 

180 185 190 

Gly Gly Gly Gly Gly Val Gly Leu Gly Val Gly Gly Gly Gly Val Gly 
195 200 205 
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Gly Leu Gly Met Gin His Thr Pro Arg Ser Asp Ser Val Asn Ser lie 

210 215 ~ 220 

Ser Ser Gly Arg Asp Asp Leu Ser Pro Ser Ser Ser Leu Asn Gly Tyr 
225 230 235 240 

Ser Ala Asn Glu Ser Cys Asp Ala Lys Lys Ser Lys Lys Gly Pro Ala 

245 250 255 

Pro Arg Val Gin Glu Glu Leu Cys Leu Val Cys Gly Asp Arg Ala Ser 

260 265 270 

Gly Tyr His Tyr Asn Ala Leu Thr Cys Glu Gly Cys Lys Gly Phe Phe 

275 280 285 

Arg Arg Ser Val Thr Lys Ser Ala Val Tyr Cys Cys Lys Phe Gly Arg 

290 295 300 

Ala Cys Glu Met Asp Met Tyr Met Arg Arg Lys Cys Gin Glu Cys Arg 
305 310 315 320 

Leu Lys Lys Cys Leu Ala Val Gly Met Arg Pro Glu Cys Val Val Pro 

325 330 335 

Glu Asn Gin Cys Ala Met Lys Arg Arg Glu Lys Lys Ala Gin Lys Glu 

340 345 350 

Lys Asp Lys Met Thr Thr Ser Pro Ser Ser Gin His Gly Gly Asn Gly 

355 360 365 

Ser Leu Ala Ser Gly Gly Gly Gin Asp Phe Val Lys Lys Glu lie Leu 

370 375 380 

Asp Leu Met Thr Cys Glu Pro Pro Gin His Ala Thr He Pro Leu Leu 
385 390 395 400 

Pro Asp Glu He Leu Ala Lys Cys Gin Ala Arg Asn He Pro Ser Leu 

405 410 415 

Thr Tyr Asn Gin Leu Ala Val He Tyr Lys Leu He Trp Tyr Gin Asp 

420 425 43 0 

Gly Tyr Glu Gin Pro Ser Glu Glu Asp Leu Arg Arg He Met Ser Gin 

435 440 445 

Pro Asp Glu. Asn Glu Ser Gin Thr Asp Val Ser Phe Arg His He Thr 

450 455 ' ' 460 \ * ' 

Glu He Thr He Leu Thr Val Gin Leu He Val Glu Phe Ala Lys Gly 
465 470 475 480 

Leu Pro Ala Phe Thr Lys He Pro Gin Glu Asp Gin He Thr Leu Leu 

485 490 495 

Lys Ala Cys Ser Ser Glu Val Met Met Leu Arg Met Ala Arg Arg Tyr 

500 505 510 

Asp His Ser Ser Asp Ser He Phe Phe Ala Asn Asn Arg Ser Tyr Thr 

515 520 525 

Arg Asp Ser Tyr Lys Met Ala Gly Met Ala Asp Asn He Glu. Asp Leu 

530 535 540 

Leu His Phe Cys Arg Gin Met Phe Ser Met Lys Val Asp Asn Val Glu 
545 550 555 ~ 560 

Tyr Ala Leu Leu Thr Ala He Val He Phe Ser Asp Arg Pro Gly Leu 

565 570 575 

Glu Lys Ala Gin Leu Val Glu Ala He Gin Ser Tyr Tyr He Asp Thr 

580 585 590 

Leu Arg He Tyr He Leu Asn Arg His Cys Gly Asp Ser Met Ser Leu 

595 600 " 605 

Val Phe Tyr Ala Lys Leu Leu Ser He Leu Thr Glu Leu Arg Thr Leu 

610 615 620 

Gly Asn Gin Asn Ala Glu Met Cys Phe Ser Leu Lys Leu Lys Asn Arg 
625 630 635 640 

Lys Leu Pro Lys Phe Leu Glu Glu He Trp Asp Val His Ala He Pro 

645 650 655 

Pro Ser Val Gin Ser His Leu Gin He Thr Gin Glu Glu Asn Glu Arg 

660 665 670 

Leu Glu Arg Ala Glu Arg Met Arg Ala Ser Val Gly Gly Ala He Thr 
675 680 685 
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Ala 


Gly lie Asp Cys 


Asp 


Ser 


Ala 




690 




695 




Ala 


Gin His Gin Pro 


Gin 


Pro 


Gin 


705 




710 






Thr Gin Asn Asp Ser 


Gin 


His 


Gin 




725 








Leu 


Pro Pro Gin Leu 


Gin 


Gly f Gin 




740 








Leu 


Gin Thr Gin Leu 


Gin 


Pro 


Gin 




755 






760 


Pro 


Val Ser Ala Pro 


Val 


Pro 


Ala 




770 




775 




Ser 


Ala Val Ser Thr 


Ser 


Ser 


Glu 


785 




790 






Gly 


Pro lie Thr Pro 


Ala 


Thr 


Thr 




805 








Ala 


Ser Ser Thr Thr 


Ser 


Ala 


Val 




820 








Gly Val Gly Val Gly 


Gly 


Asn 


Val 




835 






840 


Ala 


Met Ala Leu Met 


Gly 


Val 


Ala 




850 




855 




lie 


Gly Gly Val Ala 


Val 


Lys 


Ser 


865 




870 







Ser 


Thr 


Ser 


Ala 


Ala 


Ala 


Ala 


Ala 








700 










Pro 


Gin 


Pro 


Gin 


Pro 


Ser 


Ser 


Leu 






715 










720 


Thr 


Gin 


Pro 


Gin 


Leu 


Gin 


Pro 


Gin 




730 










735 




Leu 


Gin 


Pro 


Gin 


Leu 


Gin 


Pro 


Gin 


745 










750 






lie 


Gin 


Pro 


Gin 


Pro 


Gin 


Leu 


Leu 










765 








Ser Val 


Thr 


Ala 


Pro 


Gly Ser Leu 








780 










Tyr Met 


Gly 


Gly Ser Ala Ala 


lie 






795 










800 


Ser 


Ser 


lie 


Thr 


Ala 


Ala 


Val 


Thr 




810 










815 




Pro 


Met 


Gly 


Asn Gly Val 


Gly Val 


825 










830 






Ser 


Met 


Tyr 


Ala 


Asn 


Ala 


Gin 


Thr 










845 








Leu 


His 


Ser 


His 


Gin 


Glu 


Gin 


Leu 








860 










Glu 


His 


Ser 


Thr 


Thr 


Ala 







875 



<210> 34 
<211> 5586 
<212> DNA 

<213> Artificial Sequence 
. <220^> v . 

• <223> Description of Artificial Sequence; note « 
synthetic construct 



<400> 34 

tagtattttt ttggactttg ttgttaacgg ttgttcgctc gcacgtacga agcccgatcg 60 

cgttcgtcaa aaaacaagat acaaaataca gcacacacaa ttgaaaacga caacctaaca 12 0 

gtacggtttc ccaaagcacc ttacatttca aaaccgaaaa cccccaaaat gttgtaacca 180 

aataatgttt aaatcacata tacacctaca tatatttatg aaaaattgtt agacaaatcc 24 0 

caaataatac cagttccccc aacaaccgca acaaacacaa gtgcaattca tcggcaaaaa 300 

ttaatataaa gtgcaaatgc attgtagctg aaactcaaac aatagtaaaa atacatacat 3 60 

aagtggtgaa gaagcaaaag gaaatagttc ttaaaataac gcaaatcgag agcatatatt 42 0 

catatttgta cagatattat atggcggctg catagtgcaa actgcggctg agggaataca 480 

gcggtatcga aatgtaaata ggaaacaacg aagccagaac tcgaaatcaa acatcagcaa 540 

cgtgacacac agacataaga cgcccgtcta gtcgtggtct gtggaacgct agctccgctt 600 

tgccaggagc cggagacttt ttccgcatcc acaatattac atatgtacat atatcgaaga 660 

t:agtgcgcga gtgagtgagg gatttgtgcc gtggatcccg atccccttac atatatataa 72 0 

aggtagtgaa aagattttac tcaacattcc aaatagtgct ttgtcaactg gaataccttt 780 

tgttcaaata cgcagtgggc ccatggatac ttgtggatta gtagcagaac tggcgcacta 840 

tatcgacgca tatgctctga ttgtttcccg cactaaatga gcagggattc gggcgaaaat 900 

gt'attttgaa cgcaaacaag tgcgcaaaaa atactagctc caccacgaaa ctgcacaaaa 96a 

caccgccaga agcgagcaga acctcgggcc gcacgaccga gcttcgtaaa gcaacagagg 1020 

atcttaccag gagatagctc ttctccacat agaccaactg ccagggacaa gctccttgtc 1080 

cccagccgac gctaagtgaa cggaaaacgg ccacaaaacg gcgactatcg gctgccagag 1140 

gatgaagcgg cgctggtcga acaacggcgg cttcatgcgc ctaccggagg agtcgtcctc 1200 

ggaggtcacg tcctcctcga acgggctcgt cctgccctcg ggggtgaaca tgtcgccctc 1260 

gtcgctggac tcgcacgact attgcgatca ggacctttgg ctctgcggca acgagtccgg 1320 

ttcgtttggc ggctccaacg gccatggcct aagtcagcag cagcagagcg tcatcacgct 13 8 0 

ggccatgcac gggtgctcca gcactctgcc cgcgcagaca accatcattc cgatcaacgg 1440 

caacgcgaat gggaatggag gctccaccaa tggccaatat gtgccgggtg ccactaatct 1500 

gggagcgttg gccaacggga tgctcaatgg gggcttcaat ggaatgcagc aacagattca 15 60 
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gaatggccac ggcctcatca actccacaac gccctcaacg ccgaccaccc cgctccacct 1620 

tcagcagaac ctggggggcg cgggcggcgg cggtatcggg ggaatgggta ttcttcacca 1680 

cgcgaatggc accccaaatg gccttatcgg agttgtggga ggcggcggcg gagtaggtct 1740 

tggagtaggc ggaggcggag tgggaggcct gggaatgcag cacacacccc gaagcgattc 1800 

ggtgaattct atatcttcag gtcgcgatg'a tctctc^cct tcgagcagct tgaacggata 1860 

ctcggcgaac gaaagctgcg atgcgaagaa gagcaagaag ggacctgcgc cacgggtgca 1920 

agaggagctg tgcctggttt gcggcgacag ggcctccggc taccactaca acgccctcac 1980 

ctgtgagggc tgcaaggggt tctttcgacg cagcgttacg aagagcgccg tctactgctg 2040 

caagttcggg cgcgcctgcg aaatggacat gtacatgagg cgaaagtgtc aggagtgccg 2100 

cctgaaaaag tgcctggccg tgggtatgcg gccggaatgc gtcgtcccgg agaaccaatg 2160 

tgcgatgaag cggcgcgaaa agaaggccca gaaggagaag gacaaaatga ccacttcgcc 2220 

gagctctcag catggcggca atggcagctt ggcctctggt ggcggccaag actttgttaa 2280 

gaaggagatt cttgacctta tgacatgcga gccgccccag catgccacta ttccgctact 2340 

acctgatgaa atattggcca agtgtcaagc gcgcaatata ccttccttaa cgtacaatca 24 00 

gttggccgtt atatacaagt taatttggta ccaggatggc tatgagcagc catctgaaga 2460 

ggatctcagg cgtataatga gtcaacccga tgagaacgag agccaaacgg acgtcagctt 2520 

tcggcatata accgagataa ccatactcac ggtccagt-tg attgttgagt ttgctaaagg 2580 

tctaccagcg tttacaaaga taccccagga ggaccagatc acgttactaa aggcctgctc 2640 

gtcggaggtg atgatgctgc gtatggcacg acgctatgac cacagctcgg actcaatatt 2700 

cttcgcgaat aatagatcat atacgcggga ttcttacaaa atggccggaa tggctgataa 2760 

cattgaagac ctgctgcatt tctgccgcca aatgttctcg atgaaggtgg acaacgtcga 2 820 

atacgcgctt ctcactgcca ttgtgatctt ctcggaccgg ccgggcctgg agaaggccca 2880 

actagtcgaa gcgatccaga gctactacat cgacacgcta cgcatttata tactcaaccg 29^40 

ccactgcggc gactcaatga gcctcgtctt ctacgcaaag ctgctctcga tcctcaccga 3000 

gctgcgtacg ctgggcaacc agaacgccga gatgtgtttc tcactaaagc tcaaaaaccg 3060 

caaactgccc aagttcctcg aggagatctg ggacgttcat gccatcccgc catcggtcca 312 0 

gtcgcacctt cagattaccc aggaggagaa cgagcgtctc gagcgggctg agcgtatgcg 318 0 

ggcatcggtt gggggcgcca ttaccgccgg cattgattgc gactctgcct ccacttcggc 3240 

ggcggcagcc gcggcccagc atcagcctca gcctcagccc cagccccaac cctcctccct 33 00 

gacccagaac gattcccagc accagacaca gccgcagcta caacctcagc taccacctca 3360 
gctgcaaggt caactgcaac cccagctcca accacagctt cagacgcaac tccagccaca . 3420 

gattcaacca cagccacagc tccttcccgf ctccgctccc gtgcccgcct ccgtaaccg^ 3480 
acctggttcc ttgtccgcgg tcagtacgag cagcgaatac atgggcggaa gtgcggccat . 3540 

aggacccatc acgccggcaa ccaccagcag tatcacggct gccgttaccg ctagctccac 3 600 

cacatcagcg gtaccgatgg gcaacggagt tggagtcggt gttggggtgg gcggcaacgt 3660 

cagcatgtat gcgaacgccc agacggcgat ggccttgatg ggtgtagccc tgcattcgca 3720 

ccaagagcag cttatcgggg gagtggcggt taagtcggag cactcgacga ctgcatagca 3780 

ggcgcagagt cagctccacc aacatcacca ccacaacatc gacgtcctgc tggagtagaa 3840 

agcgcagctg aacccacaca gacatagggg aaatggggaa gttctctcca gagagttcga 3900 

gccgaactaa atagtaaaaa gtgaataatt aatggacaag cgtaaaatgc agttatttag 3960 

tcttaagcct gcaaatatta cctattattc atacaaatta acatataata cagcctatta 4020 

acaattacgc taaagcttaa ttgaaaaagc ttcaacaaca • attggacaaa cgcgttgagg 408 0 

aaccgggaga aaatttaaga aaaaaaaaac cattgaaaat tatgaaattt agtatacatt 414 0 

ttttttgggt ggatgtatgt cgcatcagac tcacgatcaa ttctcgaatt ttgttaacta 4200 

aattgatcct ccaaactgca tgcgaaacag atcagaaaag agaacagaca gtagggcgtg 42 60 

aacagaggga agagagaaga gaataaagat tgtttatatt taaaaaatat ataaaataat 432 0 

aattactaac tctaaacgta atgaaagcaa ctgtataata tctaactata actataaatt 43 80 

cgtactgtag ggaagtgaga aaatctgtta aatgaaacaa aaataatgat aataacatta 4440 

tcatccacca taattaaaat catttaaagt aattaaaaac aaaacacttt taaaacacgc 4500 

aaaacttgga ctgattttat aaatattttt taatcataaa gaaaggcaac ctgaaaaaaa 4560 

tattacaaaa acaaataaca acatatttta ttatgacacc cttatatgtt ttcaaaacga 4620 

gaatttaaat tcttagattc ttataatttc atccaaaaat attagccagc aaaaaccttt 4680 

attattggca ttgtfctttag acatgttttc aaaaaaaact ttgatattga aactaaacaa 4740 

aggataatga aatgaaagtg attggagtct tactcaaaaa ccaaaaggca tcaaaaggta 4800 

ttaaattaaa aatataatct aatttcgagt tcaagaaaca ctttttggtg gaaaatagtt 48 60 

ttcaatcact ttgataaaaa ccacacaaat taataaatac atgcatacac caaaagactt 4920 

caatatatat ttttaaaatt tacattgata attcgaaatt tgaataagaa tcacatccat 4980 

ctaatttggc taaatcaaaa tttttatgaa agccacacaa aaaacgtgca aatttgatta 5040 

ctttggcaat ttttatgtta tacaaaattt atgcaattga ttttcaaaat aatttttatt 5100 

agattgtatt agtttcattt tgctttggga tgtacatttt aaataaattt tactttaaat 5160 

tgttggcctt attttaactt aaatcaaatt tattctaatt ttagtaaaaa aaaatgtgtt 5220 
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taaaattgaa aataagaaca ctgtaaaata ttaataaaaa attaaagttt aaagtgattc 5280 

ttttattatg taaaaagaag acaaaaaata tcttacgtag ctttctactt gaattgtgca 5340 

attttttact tttactacta atcctaattt aaatataatt tacacacacg cctacacatc 5400 

cagccacata tttttaattt taagtcaacc taatttataa atatgaattt gtataatgac 5460 

gaactaaaat tagcatgaca tcatggacat acttggaaat aactctatca aacgagctaa 552 0 

atgcattgaa gaagaaaatt cttgttaaat atagtctgca cttcgacaaa cgaaaatcag 55 80 

tgaatt 5586 



<210> 35 
<211> 808 
<212> PRT 

<213> Artificial Sequence 
<220> 

<223> Description of Artificial Sequence; note =. 
synthetic construct 



<400> 35 






















Met 


Pro 


Asn 


Met 


Ser 


Ser 


lie 


Lys 


Ala Glu Gin 


Gin 


Ser Gly Pro Leu 


1 








5 
















15 


Gly Gly 


Ser 


Ser 


Glv 




Gin 


Val 


Pro Val Asn 


Met 


Cys 


Thr 


Thr Thr 








20 










25 






30 




Val 


Ala 


Asn 


Thr 


Thr 


Thr 


Thr 


Leu 


Glv Ser Ser 


Ala 


Gly Gly Ala Thr 






35 










40 






45 






Glv 


Ser 


Axq 


His 


Asn 


Val 


Ser 


Val 


Thr As ri Tie 


Lys 


Cys Glu Leu Asp 




50 










55 






60 








Glu 


Leu 


Pro 


Ser 


Pro 


Asn 


Glv 


Asn 


Met Val Pro 


Val 


lie Ala Asn Tyr 


65 










70 






75 








80 


val 


.His 


Gly 


Ser 


Leu 




Tie 


JT im \J 


T.en G ca t~ CI ~[ v 
<ucu . ocjl. vjx_y 




3er Asn 


His Arg 










85 








90 








95 


Glu 


Ser 


Asp 


Ser 


Glu 


Glu 


Glu 


Leu 


Ala Ser lie 


Glu 


Asn Leu Lys Val 








100 










105 






110 




Arg 


Arg 


Arg 


Thr 


Ala 


Ala 


Asp 


Lys 


Asn Gly Pro 


Arg 


Pro 


Met 


Ser Trp 






115 










120 






125 






Glu 


Gly 


Glu 


Leu 


Ser 


Asp 


Thr 


Glu 


Val Asn Gly 


Gly 


Glu 


Glu 


Leu Met 




130 










135 






140 








Glu 


Met 


Glu 


Pro 


Thr 


lie 


Lys 


Ser 


Glu Val Val 


Pro- 


Ala 


Val 


Ala Pro 


145 










150 






155 








160 


Pro 


Gin 


Pro 


Val 


Cys 


Ala 


Leu 


Gin 


Pro lie Lys 


Thr 


Glu 


Leu 


Glu Asn 










165 








170 








175 


lie 


Ala 


Gly 


Glu 


Met 


Gin 


He 


Gin 


Glu Lys Cys 


Tyr 


Pro 


Gin 


Ser Asn 








180 










185 






190 




Thr 


Gin 


His 


;HiS 


Ala 


Ala 


Thr 


Lys 


Leu Lys Val 


Ala 


Pro 


Thr 


Gin Ser 






195 










200 






205 






Asp 


Pro 


lie 


Asn 


Leu 


Lys 


Phe 


Glu 


Pro Pro Leu 


Gly 


Asp Asn Ser Pro 




210 










215 






220 








Leu 


Leu 


Ala 


Ala 


Arg 


Ser 


Lys 


Ser 


Ser Ser Gly 


Gly 


His 


Leu 


Pro Leu 


225 










230 






235 








240 


Pro 


Thr 


Asn 


Pro 


Ser 


Pro 


Asp 


Ser 


Ala lie His 


Ser 


Val 


Tyr 


Thr His 










245 








250 








255 


Ser 


Ser 


Pro 


Ser 


Gin 


Ser 


Pro 


Leu 


Thr Ser Arg 


His 


Ala 


Pro Tyr Thr 








260 










265 






270 




Pro 


Ser 


Leu 


Ser 


Arg 


Asn 


Asn 


Ser 


Asp Ala Ser 


His 


Ser 


Ser 


Cys Tyr 






275 










280 






285 






Ser 


Tyr 


Ser 


Ser 


Glu 


Phe 


Ser 


Pro 


Thr His Ser 


Pro 


lie 


Gin 


Ala Arg 




290 










295 






300 








His 


Ala 


Pro 


Pro 


Ala 


Gly 


Thr 


Leu 


Tyr Gly Asn 


His 


His 


Gly He Tyr 


305 










310 






315 








320 
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Arg Gin Met Lys Val Glu Ala Ser Ser Thr Val Pro Ser Ser Gly Gin 

325 330 335 

Glu Ala Gin Asn Leu Ser Met Asp Ser Ala Ser Ser Asn Leu Asp Thr 

340 345 350 

Val Gly Leu Gly Ser Ser His Pro Ala Ser Pro Ala Gly lie Ser Arg 

355 360 365 

Gin Gin Leu lie Asn Ser Pro Cys Pro lie Cys Gly Asp Lys lie Ser 

370 375 ' 380 

Gly Phe His Tyr Gly lie Phe Ser Cys Glu Ser Cys Lys Gly Phe Phe 
385 390 395 * 400 

Lys Arg Thr Val Gin Asn Arg Lys Asn Tyr Val Cys Val Arg Gly Gly 

405 410 415 

Pro Cys Gin Val Ser lie Ser Thr Arg Lys Lys Cys Pro Ala Cys Arg 

42 0 425 * 43 0 

Phe Glu Lys Cys Leu Gin Lys Gly Met Lys Leu Glu Ala He Arg Glu 
435 440 445 

• Asp Arg Thr Arg Gly Gly Arg Ser Thr Tyr Gin Cys Ser Tyr Thr Leu 
450 455 460 

Pro Asn Ser Met Leu Ser Pro Leu Leu Ser Pro Asp Gin Ala Ala Ala 
465 470 475 480 

Ala Ala Ala Ala Ala Ala Val Ala Ser Gin Gin Gin Pro His Gin Arg 

485 490 495 

Leu His Gin Leu Asn Gly Phe Gly Gly Val Pro He Pro Cys Ser Thr 

500 505 510 

Ser Leu Pro Ala Ser Pro Ser Leu Ala Gly Thr Ser Val Lys Ser Glu 

515 520 525 

Glu Met Ala Glu Thr Gly Lys Gin Ser Leu Arg Thr Gly Ser . Val Pro 

530 535 540 

Pro Leu Leu Gin Glu He Met Asp Val Glu His Leu Trp Gin Tyr Thr 
545 550 555 560 

Asp Ala Glu Leu Ala Arg lie Asp, Gin Pro Leu Se.r Ala Phe Ala. Ser 

565 570 . 575 

Gly Ser Ser Ser Ser Ser Ser Ser Ser Gly Thr Ser Ser Gly Ala His 

580 585 590 

Ala Gin Leu Thr Asn Pro Leu Leu Ala Ser Ala Gly Leu Ser Ser Asn 

595 600 * 605 

Gly Glu Asn Ala Asn Pro Asp Leu He Ala His Leu Cys Asn Val Ala 

610 615 620 

Asp His Arg Leu Tyr Lys He Val Lys Trp Cys Lys Ser Leu Pro Leu 
625 630 635 640 

Phe Lys Asn He Ser He Asp Asp Gin .lie Cys Leu Leu He Asn Ser 

645 650 655 

Trp Cys Glu Leu Leu Leu Phe Ser Cys Cys Phe Arg Ser He Asp Thr 

660 665 670 

Pro Gly Glu He Lys Met Ser Gin Gly Arg Lys He Thr Leu Ser Gin 

675 680 685 

Ala Lys Ser Asn Gly Leu Gin Thr Cys He Glu Arg Met Leu Asn Leu 

690 695 700 

Thr Asp His Leu Arg Arg Leu Arg Val Asp Arg Tyr Glu Tyr Val Ala 
705 710 715 720 

Met Lys Val He Val Leu Leu Gin Ser Asp Thr Thr Glu Leu Gin Glu 

725 730 735 

Ala Val Lys Val Arg Glu Cys Gin Glu Lys Ala Leu Gin Ser Leu Gin 

740 745 750 

Ala Tyr Thr Leu Ala His Tyr Pro Asp Thr Pro Ser Lys Phe Gly Glu 

755 760 765 

Leu Leu Leu Arg He Pro Asp Leu Gin Arg Thr Cys Gin Leu Gly Lys 

' 770 775 780 

Glu Met Leu Thr He Lys Thr Arg Asp Gly Ala Asp Phe Asn Leu Leu 
785 790 795 " 800 
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Met Glu Leu Leu Arg Gly Glu His 
805 

<210> 36 
<211> 4841 
<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Description of Artificial Sequence; note = 
synthetic construct 

<400> 36 

actaacaaaa caaacatttt gctacttcgt cgcaggcggg actgtgttgc gtcgtgtgat 60 

cgctagagcg gttgtggaat cggattcgag cgcaaaacac cgttcatgct gtgagcgaaa 12 0 

aagagtggta gcgcctacag tggcatatgt agttaaatcc gtgaataagt gaaaaatccg 180 

atatttgtcg tgcaataatt tcctcgattg gcatcaagtg gcttccagtc gggtacatat 240 

tgcacaagaa atgttatacg cataatgtgc acgcaaatta aacgaattct ctatgaaaat 3 00 

gtgactagaa tgtgagtcga acaaaacgag taaaacgtga aatcccaact ggcttttggg 3 60 

taacaaatct tatcaacaca gcaacggaaa tacattaaaa tcttgataga ctgagaaagg 42 0 

gacaattgga atacttttag ttatttttaa atgttttaca acacaatgga actgcatcaa 48 0 

cgacacctct caaactttta caaattgcac aactgagaaa tagtctttga taaataaata 540 

aaatataaga aatcgctact gaaacaagat gccaaacatg tccagcatca aagcggagca 600 

gcaaagcggt cctcttggag gaagtagcgg ctatcaagta ccggtcaaca tgtgcaccac 660 

cacagtcgcg aatacgacga ccactttggg aagctccgcc gggggagcca ctggctcccg 72 0 

gcacaacgtc tccgtgacaa acatcaagtg cgaactagac gaactaccgt caccgaacgg 780 

caacatggtg ccggttatcg caaactacgt tcacggtagc ttgcgcattc cactcagtgg 840 

acattcaaat catagggagt ccgattcgga ggaggagctg gcaagtattg agaacttgaa 900 

ggttcggcga aggacggcgg cggacaaaaa tggtcctcgt ccaatgtcct gggagggcga 960 

gctgagcgat actgaggtca acgggggcga agagctgatg gaaatggagc caacaattaa 102 0 

..gagtgaggtg gtcqctgctg ttgcaccccc acaacccgtc tgcgcactac aaccgataaa 1080 

aacagagcta gagaacattg caggcgagat gcagattcaa gagaagtgtt acccccagtc 114 0 

caacacacaa catcacgctg ccacaaaatt aaaagtggcc ccgacgcaaa gtgatccgat 1200 

caatctcaag tftcgaaccgc ctctgggaga caattctccg ctactggctg cacgtagcaa 12 60 

gtccagcagt ggaggccacc taccactgcc aacgaatccc agtcccgact ccgccataca 132 0 

ttccgtctac acgcacagct ccccctcgca gtcgcctctg acgtcgcgcc acgcccccta 13 80 

cactccgtct ctgagccgca acaacagcga cgcctcgcac agtagctgct acagctatag 1440 

ctccgaattc agtcccacac actcgcccat tcaagcgcgt catgccccac ccgccggcac 1500 

gctctatggc aaccaccatg gtatttaccg ccagatgaag gtggaagcct catccactgt 1560 

gccgtccagt gggcaggagg cgcagaacct gagtatggac tctgcctcta .gcaatctgga 1620 

tacagtgggc ttaggatctt cgcaccccgc atctccggcg ggcatatcac gtcagcagtt 1680 

gatcaactcg ccctgcccca tctgcggtga caagatcagc ggatttcatt acgggatttt 1740 

ctcctgcgag tcttgcaagg gcttcttcaa gcgcaccgtg caaaatcgca agaactacgt 1800 

gtgcgtgcgt ggtggaccat gtcaggtcag catttccacg cgcaagaaat gtccagcctg i860 

ccgcttcgag aagtgtctgc agaagggaat gaaactagaa gcgattcggg aggaccgaac 192 0 

ccgtggcggc cgctccacat accagtgctc ctacacgctg cccaactcaa tgcttagtcc 198 0 

gctgcttagt cctgatcaag cggcagcagc tgccgccgca gcagcagtgg caagtcagca 204 0 

gcagccgcac cagcgactac atcaactaaa tggatttgga ggtgtaccca ttccctgctc 2100 

tacttctctt ccagccagcc ctagtttggc aggaacttcg gtcaagtcgg aagagatggc 2160 

ggagacgggc aagcaaagcc tccgaacggg aagcgtacca ccactactgc aggaaatcat 222 0 

ggatgtagag catctgtggc agtacaccga tgcagagctg gcccgcatca accaaccact 22 80 

gtccgcattc gcctctggca gctcttcgtc gtcgtcatcg tcaggtacat cctcaggcgc 234 0 

ccatgcacaa ctcaccaatc cactactggc tagtgctggt ctctcgtcca atggcgagaa 2400 

tgccaatcct gatcttatcg ctcatctctg caacgtggct gatcaccgtc tttataaaat 2460 

cgtcaaatgg tgcaagagct tgccgctttt taagaacatt tcgatcgatg accaaatctg 2520 

cttgctcatt aactcgtggt gcgagctgtt gctcttctcc tgctgtttta gatcaattga 25 80 

tactcctgga gagattaaaa tgtcacaagg caggaagata accctatcgc aggccaaatc 264 0 

aaatggcttg cagacttgca ttgaacggat gctcaaccta acagatcacc tgaggcgatt 2700 

gcgcgttgat cgctacgaat atgttgccat gaaagttatt gtgctgttgc agtcagatac 2760 

gacagagtta caggaagcgg taaaggtgcg cgagtgtcag gaaaaagctt tgcagagctt 2 82 0 

gcaagcttac accctggcgc attatcctga cacgccatcc aagtttgggg agcttttgct 2 880 
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acgcattcct gatttgcagc gaacgtgcca gcttggcaag gagatgttga cgatcaagac 2 940 

tcgcgatgga gctgatttca atttgctaat ggagcttttg cgcggagagc attgacaatt 3 000 

gataactaag acggaaatct tttaccattg gcaaaacaag tttcacatat ttagtattag 3 060 

atatatatat tctatagata agatccttac tgtaagttct gaaaacatgt gcctaaaaac 3120 

caaagccacg atagcagtca catcaggccc actggtcgag attaaatcca agagcaagat 318 0 

tgccaaattt ttacaccaat atatattttg atatgagcca tgtgcagggc ctcagatcgc 3 24 0 

tgttgttgtc ggctaaagtt tcagtaagaa aagtatatat tgattttgct atttatacat 33 00 

atttgactta tgtatagtgt aaactaaagc acacatggaa aatgaaaaga ctaaacaaat 33 60 

ttatttaaag attactttta ctattataga aaaaggggaa aaataaaaaa cacaaaggca 3420 

gagaagaaaa tttagttaca acaggtagcg acatttttat attttcttat ataaggaaat 34 80 

attcaatgta ttttaaatat aaagccaaac ccgatttggt ttgggaaaga gctactgaaa 3540 

tttttgatat ctatatattc atcactagaa gacgaatgaa tgtatccaat gtttaaatgt 3600 

tgtagcgttt agttttagtg caatttcaca catgtctaca tacatgaata ttcagcgaga 3 660- 

tatgtttgca aactattata aagcaaaaga ccactcgaaa tcgccatcac tgggttggct 372 0 

aagactattc cagttatgct gtttgttgca taaaaaacca caactacgta catcaataaa 3 780 

atgtataatt ttttattgga gttttagatt tgtattaact tcttccttat aattacgatt 3 840 

attattatta ttactaattt tatgaatatt gtgtaacact gacttaaata gctgaaaaaa 3 900 

tcctgcaaca ggatttaaaa cacctgaata cacaaaacat tataacatga atacattttg 3 960 

cttatggcct agatagtttg atatgtactt tgcatatgta tgcatgtgtc tatatgtgag 4 02 0 

tacgtaccat acaaattcct gtcccaccag aaaaatcaca cgcaataaaa aattccaaaa 4080 

tactaagctc gtatctacaa agaaagatta aaagacaaat tgatgaatag gaatatgttg 4140 

ccggaagtcc aagagatttg gctgaaagta tcgacaaatt ttcaacacat cgttcatgga 42 00 

tattgtgcta acactctcag tttgaaaatc attttctgtt aaactttcta tataataagt 4260 

tctccattcg attttgtatt tacaatttgt ttctttaatt ttcctttatc agttgtatct 4320 

atgaaacatg aggatctcag ttcatattga tcgtgttctt ctgccgtaca ccgcttctgt 43 80 

ccgttaatgt aaaccataag tataaatgaa attagttaaa tgtttattta taaataaagc 4440 

gctataataa atttcaatac atttatcata gttaactgat taagaccact gaaatcaaaa 45 00 

atattttatt tactaagcaa agcacacgca aacaatttat aatgtttatt acgttaacaa 4560 

caaactcatt tttaataatt ctttatgaat acacaaagtt acgcaatttt ccctctaggc 4 62 0 

gcattgctta aatagttaaa gaaaaataat aaacccatag cgcaatattt aatgtaaaac 4 680 

agttttcctt .gcgtgtgatg tttgctctag ctacgtacaa attcatcatt tattaaattt 4740 

aaaactcaat tttgctttta aataaattta ataagtaaaa ttcaacaata attgatatac 4 800 

aattgtcaat gcaatatttt gtaataaaaa tgcgaaaaat c 4841 

<210> 37 
<211> 7555 
<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Description of Artificial Sequence; note » 
synthetic construct 

<400> 37 

gggccccccc tcgaggtcga cggtatcgat aagcttgccg gtggcggaga aggtgtatcc 60 
gtgattaaga aagagccagc cgatgagaag cagccacagc cacatgacca cggtgcgtcc 12 0 

gtacacaaga tggcactgct ggtgccgttt cgagaccgat ttgaggaact cctccagttc 180 
gtcccccaca tgaccgcctt tttgaagcgg cagggcgtgg cgcaccacat ctttgtgctg 24 0 

aaccaggtgg acaggttccg cttcaatcgc gcctctctca tcaacgtggg tttccagttt 3 00 

gccagcgatg tgtacgatta cattgccatg cacgacgtag acttgctgcc cttgaatgac 360 
aatctgctct atgagtatcc cagcagcttg ggaccactgc acatcgccgg accgaagcta 42 0 

catcccaaat accactatga taacttcgtt ggaggaatat tactggtgcg acgcgagcac 4 80 

tttaagcaga tgaacggcat gtcgaaccag tactggggct ggggattaga ggacgacgag 540 
ttcttcgtgc gcatccggga tgcaggactg caggtgacgc ggccgcagaa cattaagact 600 
ggcactaatg atacattcag gtgagaccag tgctccggat ttcgcaacta gacgtgacta 660 
ctaataatta ttgtcattca acctcagcca tattcacaac cgctatcatc gtaagcggga 72 0 

cacccagaag tgcttcaacc agaaggagat gacccgcaag cgggaccaca agacgggcct 78 0 

ggacaacgtg aagtacaaaa tacttaaggt gcatgagatg ctcattgacc aggtgccggt 84 0 

gaccatcctc aacattttgc tcgattgtga tgttaataaa acgccttggt gcgactgctc 900 
cggaacggca gcggctgcat cggcggtaca aacctgatgg gttgtgttaa accaaagatc 960 

ctatgtttat ttcgctatta tagtgtgttg tattgtataa atgcgctaat acacgtgcac 1020 
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catgccatag aggaatgtcc agaagagcac gtaggtgcaa aggccgccca tgaactgatt 1080 
ggtcagcaga tttctgcggt taatgaaaaa cttgcgccac tgggtgcccg atttcacgag 1140 
caccagaatc cagagcacga acacggacag gaagtagaaa aggaatccca gcgtaccact 1200 
caggcccaaa atacctgcga attggtggga cattaactaa gttggttcac catcaattgg 12 60 
agccaattac ccgcagcgca gcccgagatg gcagccatcg atgtgcgaca gtattccacg 132 0 
gcggatatgt tgttccggat ggcgccctcg ctgtaggcga ttatttcgcc agtcttggac 13 80 
tgcgtggtct tcactcgatt cattttattt aattaaattc tactttaatt tctagcaaaa 1440 
atattcctag gctgtgaact tcgattgtgt gccgattgtg ttatcgattg gtgccgataa 1500 
ctatgcactg taaaaattca ctagcggttt ttgcaggata aatagttttt gtaaattttc 1560 
ccfagataaac ttgacgagct gtttaatgtt aaataatgaa gtttaataca atatcaaata 1620 
tatttgctga agtgtatatt tattctcacc gctctgtgct tcgatggctc acaattgcgt 1680 
ttgccattcg cccgggcacg tagattgttg ttattgggat tggcctggag cactcggacg 1740 
gacagtaatt cattaaaata tgtggtgata acgcgagctg ccgaatctgc gtgcaattcg 1800 
tgcgtttgac gtgggtacta actgctatgc tgtcgcgcgg acagttgttc tgatacgcag i860 
agttcctgcc tcaccacaca cgaccacctc cattaaaacc agccaccccc cccagcgcct 1920 
cctccaccga cagcagctgc tccaccgcac caccaggaga ggggcaatta aaaaatcaat 1980 
cagagggccc atcacttgct tgtaaccgcc gaagaactgc gcggtgtgcg gggacaaggc 2 040 
tctgggctac aacttcaatg cggtcacctg cgagagctgc aaggcgttct tccgacggaa 2100 
cgcgctggcc aagaagcagt tcacctgccc cttcaaccaa aactgcgaca tcactgtggt 2160 
cactcgacgc ttctgccaga aatgccgcct gcgcaagtgc ctggatatcg ggatgaagag 222 0 
tgaaaacatt atgtccgagg aggacaagct gatcaagcgg cgcaagatcg agaccaaccg 2280 
ggccaagcga cgcctcatgg .agaacggcac ggatgcgtgc gacgccgatg gcggcgagga 2340 
aagggatcac aaagcgccgg cggatagcag cagcagcaac cttgaccact actcggggtc 2400 
acaggactcg cagagctgcg gctcggcgga cagcggggcc aatgggtgct ccggcagaca 2460 
ggccagttcg ccgggcacac aggtcaatcc gcttcagatg acggccgaga agatagtcga 2520 
ccagatcgta tccgacccgg atcgagcctc gcaggccatc aaccggttga tgcgcacgca 2580 
gaaagaggct atatcggtga tggagaaggt aatcagctca caaaaggacg ccttaaggct 2640 
ggtgtcgcat ttgatcgact atccaggtgg gtgcagacaa gatttcatcg tttagcctta 2700 
tccgctcacc tatgaacgac ttgaatcttt acaggcgacg cactcaagat catttcaaag 2760 
tttatgaact cgccctttaa cgcgctgaca ggttagagtt ttaaaatttg tggttttaaa 2820 

cttaatttca cattccttgt taatttaaat acgcagtatt caccaaattc atgagctcac 2880 
ccacggacgg cgttgaaatt atc'tcaaaga tagttgattc gcccgcggac' gtggtggagt ' * 2940 w 

tcatgcagaa cttgatgcac tcgccagagg acgccatcga tataatgaac aagttcabga 3 0 00 

ataccccagc ggaggcgctg cgcattctta accgaatcct aagcggcgga ggagcgaacg 3 060 

cagcccagca gacagcagac cgcaagccat tgctggacaa ggagccggcg gtgaagcctg 3120 

cagcgccagc ggagcgagct gatactgtca ttcaaagcat gctgggcaac agtccgccaa 3180 

tttcgccaca tgatgctgcc gtggatctgc agtaccactc gcccggtgtc ggggagcagc 3240 

ccagtacatc gagtagccac cccttgcctt acatagccaa ctcgccggac ttcgatctga 3300 

agaccttcat gcagaccaac tacaacgacg agcccagtct ggacagtgat tttagcatta 3360 

actcaatcga atcggtgcta tccgaggtga tccgcattga gtaccaggcc ttcaatagca 3420 

tacaacaagc ggcatcgcgc gtaaaggagg agatgtccta cggcactcag tctacgtacg 3480 

gtggatgcaa ttcggctgca aacaatagcc agccgcacct gcagcaaccc atctgcgccc 3540 

catccaccca gcagttggat cgcgagctaa acgaggcgga gcaaatgaag ctgcgggagc 3600 

tgcgactggc cagcgaggct ctttatgatc ccgtggacga ggacctcagc gccctgatga 3 660 

tgggcgatga tcgcattaag gtaacccgct agggataaca gggtaataac agtccacggt 3 720 

attagcctat aggtctttct acatttatag ctccaacacc acggcttatc taatcagagt 3780 

gtgcgagctg cgatatatgt acacacggca cctggcactt tttagccatt cggtgattca 3 84 0 

gtgcgtctct cgatgttggc ccacgggccg tatcttcgtc agccagtttc tgggttccca 3 900 

gcaatgctcg cctaccaaat gtaaacacac tttttaatgg ggtggctcaa agtttttgat 3 960 

ttcccaagag ctttggtcga gtaaaagaaa attgatcgaa ccagataagc tattttcccc 4 02 0 

cagagggtta aagaatttga agtcatgcga ctgggtctag ttaagatatt tgattacgaa 4080 

aattggcctt taattaagac cctaaacgtg acaaacttcc attctatata cttcttgatg 4140 

agtatttaaa caaatatggc tattttcgga acaaatcggg cactcattta tatctttagc 4200 

tttatcttta ttttttaaga tgtgtccaca cctttgatcg acctctagtt cccctggaga 42 60 

aatgatttgg aattatccaa taatgattca tcacttccac gaattgttgt cccattaatc 4320 

gagccaccct agctttcatg caatcagaac gtctggtctg ccaagaagga gcagacagcg 4380 

gctttatcag cctctgggcg tgccaattgt gacactatca accattatca agagtaccag 4440 

caggcgctca tgagtctcca gccagccgtc gatttgggcg tttattgtcg cttagactgt 4500 

ttaccgattt tgcctcatcg caattagcac atttcagtat tgttaattgg gaaaaacgat 4560 

acaattttga cgaaatatat ggagcagcca ggtgttgggc gctatgataa gcagtgctcc 4620 

gccattcgat tgagtcacct tccagggaga agcctttacg attatggcga taataatggc 4 680 
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caccaaagag aacatgggca acatacgcac tgacctgctc aagtttgccg aaggcaatat 474 0 

ctacgaggag caccaaaagt tcatcacaac gtttgacgag aagtggcgca tggacgagaa 4800 

cataatcctg atcatgtgtg ccattgtcct ttttacctcg gctcgatcgc gagtgataca 4860 

caaagacgtg attagattgg aacaggtgag taagcacttg ataccatact gcagtattac 4920 

taactttctt tcattcgata gaattcctac tattatcttc tgcgaagata tctggagagt 4980 

gtttattctg gctgtgaggc gagaaacgcg tttatcaagc taatccaaaa gatttcagat 5040 

gtggagcgtc tgaacaagtt cataattaat gtctatttga atgttaaccc atcccaggtg 5100 

gagcccttgc tgcgtgaaat attcgatttg aaaaatcact agacaaccga tgcgtgtcgg 5160 

gcatttaatg cctatgttga tgcccaatga tgaatggtca acaagctgta gttgttgttg 5220 

ttgttgatgt ctgttttatc ttgtcgcttg taatgttaga ttttaatcga atgtgattgt 5.2 80 

tagatttgca tatactgcat agattttata tttctacatc aaagagagca tatttaggat 5340 

accaagtgca aagcaacaca atctatatgt aatgtacacc gtttacctag tttcaaataa 54 0 0 

actagacgat aatgcaataa ctaacttgga agcgtgggtt ctgtgcaaaa aggaaaaaag 5460 

acaaaaaaaa taaactgact ttgagaacca gtggtaataa aatgtctcgt attcttttct 5520 

actcgaatga atttcgaacc ctccaggaca aattacgcaa acgagtgatt ttgaacaaca 558 0 

atccaaaata atttaattcc gaaagtcaca aaataaaaat tcgaagtagg aaaaaacaaa 5640 

taagatgttt ggaaaccaac gagagatgtg cttcgttaaa gcatcaaccc ggggaaacac 5700 

cacagcaacc gcgcatgtgt acccgcgacc agtcctcaga aatccacgtc gtgtacgtat 5760 

ccgcagccag cgtatgtgtc cgcatctgcc gaccccgtct tacatagtca tttatgtata 5820 

atgtaggtaa tataatagct cgagctcgct ccgcaccacc aatgtgcgtc gtgcaagtcc 5880 

attccaattg ttatccggtc cactcgccgc gcaaatcggc tttcaggttg attcgcggca 5940 

atccttggcc cattgcagaa actcatccaa cgcgctgacg gccaaattgc gagaaagagc 6000 

cttcacacgc agattacgat cggttgtaat gagcaccaat tccgtttgaa tgaaacactt 6060 

gccatctgca aaagagtttt agttagaaat gctatcagga aggacattta acggaagcag 612 0 

ctcacctgtg cattgttcgg tttttgccgt tttcgagaca gccattgccg ttgccagaat 6180 

cttgtcgtca ttggacaaat attcctcctc aactagggca aacaccgatg cattgacaaa 624 0 

cgagcccttt gtggtagcac atctagaaaa gaaatcaata aggtattatt gatcagcagg 6300 

aaaagctttc ctgaacaact attactactg atttaaaagt aaaatttcaa tacattatca 6360 

ggaaactttt atctatctca atagcaacca atgaattaga cagaattata aatagctaat 642 0 

cgctagtaaa ccctttatca gatatcagta ataaaggaac tatgagctga cgcgcggaat 6480 

ataattaaca atagcttact tcacattgcc tttggccgac ttgatgaact ctaacgactt 6J54.0 
tttggcccgc gacgacacct cgtcaaagtg gtggatgcgc tgcgtctgct tcgaactgcg ' 6600 

gtacgagtcc aacttaacgc ccttggagag gccatccagt tccttaacca ctgtcagtgg 6660 

tataataagt gtgtagcgtt taaactccgt ggacagtttt tcaaagtctt caaggcagtc 6720 

gataaagcag ttggtatccg gtagaagata gcgcggtcgc acctcgatgt atattttcgt 6780 

gtccacgaac ttgagaatgt cctccaactt gctggtgcat atctgcttaa ccctagcctt 6840 

ggcctcaagc tctttcttca gcttgcacag ctcggaaaca tcggaatcag ttgaacgaca 6900 

caacaattcc tcaacggctt tacattgaat ctttgaaacg ttcgccgcaa gaccacaact 6960 

ttcagcatca tagttttcca atgcgttctt catcgctgcg tttaggtgct cgacagtgaa 7020 

gcttgattcc aacggctgct ggagagcctc ttgatgctgg acgtagtatt cctggaactg 7080 

accaatccta cgaacacgtt cgaaaaactg aagacgttcg gatcctcttt tgagatagtc 714 0 

catgctcagc gtttcacgac ccaacggagt gaaacctcta agggccacat cctcatccaa 7200 

cagtatttcg tttttctcaa gtttgtgctt ccccattaag cattcaatgt actcaaaaag 72 60 

gattgttagc tcagcccagc aatcgatgaa agagtgtctg caatattgga gttaatgaaa 732 0 

aactaataaa aggcattcaa tttatacata ctcttccgat ctgacgggtt cccacacgtc 73 8 0 

caaactgatg ctcaaccaac gtacataaac attcacgaac tgtaggtatg tgttcacagt 744 0 

cgcaaagctg aaataaaaga ttaattagca ataataaata aacaaggcga attttagctt 7500 

actcttcttc tgggagacac tggacatttg tagaatcctc tagatctact agtcc * 7555 



<210> 38 
<211> 545 
<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Description of Artificial Sequence; note » 
synthetic construct 

<400> 38 
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gaagcaagcc tctagaaaga tgaagctact gtcttctatc gaacaagcat gcgatatttg 60 

ccgacttaaa aagctcaagt tcgcgatggc ggcgaggaaa gggatcacaa agcgccggcg 120 

gatagcagca gcagcaacct tgaccactac tcggcagaaa gaggctatat cggtgatgga 180 

gaaggtaatc agctcacaaa aggacgcctt aacagaggac gccatcgata taatgaacaa 240 

gttcatgaat accccagctc gcccggtgtc ggggagcagc ccagtacatt ctacgtacgg 3 00 

tggatgcaat ctgaagttca tcacaacgtt tgacgagaag tggcgcatgg acgagaacat 360 

aatcctgatc atgtgtgcca ttgtccttta atgtctattt gaatgttaac ccatcccagg 420 

tggagccctt gctgcgtgaa atattcgatc aaagagagca tatttaggat accaagtgca 480 

aagcaacaca atctataaga cgataatgca ataactaact tggaagcgtg ggttctgtgc 540 

aaacc 545 



<210> 39 
<211> 1119 
<212> DNA 

<213> Artificial Sequence 



<220> 

<223> Description of Artificial Sequence; note = 
.synthetic construct 

<400> 39 

tggcgaatgg gacgcgccct gtagcggcgc attaagcgcg gcgggtgtgg tggttacgcg 60 

cagcgtgacc gctacacttg ttagggtgat ggttcttaat acaacctatt aatttcccct 120 

cgtcaaaaat aaggttatca agtgagaaat caccatgagt gacgactaac cggcgcagga 180 

acactgccag cgcatcaaca atattttcac ctgaatcagg atatgcttcc catacaatcg 240 

atagattgtc gcacctgatt gcccgacaga tcttcttgag atcctttttt tctgcgcgtt 300 

ggcgataagt cgtgtcttgg tagtgagcga ggaagcggaa gagcgcctga tgcggtattt 360 

tctccttacg catctgtgcg gtatttcaca ccgcagggag ctgcatgtgt cagaggtttt 420 

caccgtcatc accgaaacgc gcgaggcagc tgcggcgatg aaacgagaga ggatgctcac 480 

gatacgggtt actgatgatg aaacggaaac cgaagaccat tcatgttgtt gctcagaaga 540 

ttccgaatac cgcaagcgct : cactgtcttc ggtatcgtcg tatcccacta ccgagatatc 600 

cgcaccaacg cgcagcccgg actcggtaat ggcgcgcatt gccgagacag aacttaatgg 660 

gcccgctaac agcgcgattt gctggtgacc caatgcgacc agatcgcttt acaggcttcg 720 

acgccgcttc gttctaccat cgacaccacc acgcttcacc acgcgggaaa cggtctgata 780 

agagacaccg gaaggagatg gcgcccaaca gtccctctag aaataaaacc ttgaccacta 840 

ctcggggtca caggactcgc agagctgcgg ctcggcggac agcggggcca atgggtgctc 900 

cggcacctta aggctggtgt cgcatttgat cgactatcca ggcgacgcac tcaagatcat 960 

ttcaaagttt agctgcgcat tcttaaccga atcctaagcg gcggaggagc gaacgcagcc 1020 

■cagctacata gccaactcgc cggacttcga tctgaagacc ttcaagcaac ccatctgcgc 1080 

cccatccacc cagcattccg tgacaaacta tatccggat 1119 

<210> 40 
<211> 30 
<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Description of Artificial Sequence; note = 
synthetic construct 

<400> 40 

gagagatgtg cttcgttaaa gcatcaaccc 3 0 

<210> 41 
<211> 44 
<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Description of Artificial Sequence; note = 
synthetic construct 



51 



WO 2005/069859 



<400> 41 

ggactagtag atctagagga ttctacaaat gtccagtgtc tccc 

<210> 42 
<211> 27 
<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Description of Artificial Sequence; note = 
synthetic construct 

<400> 42 

ccattattat cgccataatc gtaaagg 

<210> 43 
<211> 46 
<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Description of Artificial Sequence; note = 
synthetic construct 

<400> 43 

attaccctgt tatccctagc gggttacctt aatgcgatca tcgccc 

<210> 44 
<211> 30 
<212> DNA 

<2"13> Artificial Sequence 
<220> 

<223> Description of Artificial Sequence; note = 
synthetic construct 

<400> 44 

ggaaagcttt tcctgctgat caataatacc 

<210> 45 
<211> 41 
<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Description of Artificial Sequence; note = 
synthetic construct 

<400> 45 

tgggcccatc acttgcttgt aaccgccgaa gaactgcgcg g 

<210> 46 
<211> 47 
<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Description of Artificial Sequence; note = 
synthetic construct 
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<400> 46 

cgctagggat aacagggtaa taacagtcca cggtattagc ctatagg 

<210> 47 
<211> 47 
<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Description of Artificial Sequence; note = 
synthetic construct 

<400> 47 

cgattatggc gataataatg gccaaagaga acatgggcaa catacgc 

<210> 48 
<211> 26 
<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Description of Artificial Sequence; note = 
synthetic construct 

<400> 48 

gaagcaagcc tctagaaaga tgaagc 

<210> 49 
<211> 39 
<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Description of Artificial Sequence; note = 
synthetic construct 

<400> 49 

cgtgccgttc tccatcgata cagtcaactg tctttgacc 

<210> 50 
<211> 23 
<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Description of Artificial Sequence; note = 
synthetic construct 

<400> 50 

gcctggatag tcgatcaaat gcg 

<210> 51 
<211> 20 
<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Description of Artificial Sequence; note = 
synthetic construct 
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<400> 51 

atggagaacg gcacggatgc 

<210> 52 
<211> 40 
<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Description of Artificial Sequence; note 
synthetic construct 

<400> 52 

tacattctag agaccaacta caacgacgag cccagtctgg 

<210> 53 
<211> 41 
<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Description of Artificial Sequence; note 
synthetic construct 

<400> 53 

cattcatccg gacattaatt atgaacttgt tcagacgctc c 

<210> 54 
<211> 39 
<212> DNA 

<213> Artificial Sequence : 
<220> 

<223> Description of Artificial Sequence; note 
synthetic construct 

<400> 54 

gggcatcaac tccggaatta aatgcccgac acgcatcgg 

<210> 55 
<211> 42 
<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Description of Artificial Sequence; note 
synthetic construct 

<400> 55 

gtctcacgac gttttgaacc cagaaatcga gctcgcccgg gg 

<210> 56 
<211> 36 
<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Description of Artificial Sequence; note 
synthetic construct 

<400> 56 
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cacgaattcc aaactgtctc acgacgtttt gaaccc 

<210> 57 

<211> 44 
<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Description of Artificial Sequence; note = 
synthetic construct 

<400> 57 

gagagctagc atgccggcta gatctcgaga tcggccggcc tagg 

<210> 58 
<211> 30 . . 
<212> DNA • 

<213> Artificial Sequence 
<220> 

<223> Description of Artificial Sequence ;• note = 
synthetic construct 

<400> 58 

gaactgcagc tcgagagcta gcatgccggc 

<210> 59 
<211> 32. 
<212> DNA 

<213> Artificial Sequence . 
<220> • 

<223> Description of Artificial Sequence; note = 
synthetic construct 

<400> 59 

ggagatatac atatggctag catgactggt gg 

<210> 60 
<211> 31 
<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Description of Artificial Sequence; note « 
synthetic construct 

<400> 60 

tgctcgaagc ttcgcagaag ataatagtag g 
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